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Pred. No. is the number of results predicted by chance to ha
score greater than or equal to the score of the result being
and is derived by analysis of the total score distribution.

SUMMARIES
2
Result Query
No. Score Match Length DB ID Descrip
1 2383 100.0 448 20 AAY45246 Human
2 2383 100.0 448 20 AAY05955 Human
3 2383 100.0 448 21 AAB11359 Human
4 2296 96.3 483 20 AAY05961 Mouse
5 2185 91.7 516 20 AAY05954 Human
6 2185 91.7 516 21 AAB11363 Human
7 2185 91.7 641 20 AAY45247 Human
8 2185 91.7 641 20 AAY05953 Human
9 2185 91.7 641 21 AAB11358 Human
10 2185 91.7 680 21 AAB11361 Human
11 2185 91.7 680 21 AAY50997 Human
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12 2169 91.0 680 20 AAY05958 Human
13 2169 91.0 680 21 AAYS50998 Rat KET protein.
14 2011 84.4 393 20 AAY05957 Human cell regulat
15 1938 81.3 389 20 AAY05964 Mouse cell regulat
16 1813 76.1 461 21 AAR11362 Human p63 protein
17 1813 76.1 586 20 AAY05956 Human cell regulat
18 1811 76.0 461 20 AAY05963 Mouse cell regulat
19 1811 76.0 586 20 AAY05962 Mouse cell regulat
20 1796 75.4 356 20 AAY43135 Human p40 protein
21 1796 75.4 356 21 AAB11360 Human p63 protein
22 1796 75.4 586 21 AAB11357 Human p63 protein
23 1789 75.1 586 20 AAY41032 Human lung tumor a
24 1789 75.1 586 21 AAB11317 Human lung cancer-
25 1297.5 54.4 499 18 AAW36190 Human p53 tumour s
26 1297.5 54.4 499 21 AAY44635 Human p73 beta spl
27 1297.5 54 .4 635 20 AAW30661 Human NBS-1 alpha
28 1297.5 54.4 636 18 AAW36184 Human p53 tumour s
29 1297.5 54.4 636 21 AAY44634 Human p73 alpha sp
30 1296.5 54 .4 499 18 AAW36183 Monkey p53 tumour
31 1296.5 54.4 636 21 AAY50999 Human p73 protein.
32 1296.5 54.4 637 18 AAW36182 Monkey p53 tumour
33 1279.5 53.7 589 18 AAW36185 Mouse p53 tumour s
34 1251 52.5 506 18 AAW36188 Human p53 tumour s
35 1248.5 52.4 587 18 AAW36187 Human p53 tumour s
36 1248.5 52.4 588 18 AAW36189 Human p53 tumour s
37 722.5 30.3 393 19 AAW57244 Human p53 protein
38 722.5 30.3 393 20 AAW84270 Human p53 protein.
39 717.5 30.1 355 18 AAW13950 Del356-393 modifie
40 717.5 30.1 363 18 AAW13954 Modified p53 varia
41 717.5 30.1 393 13 AAR22238 Sequence of 53 kD
42 717.5 30.1 393 13 AAR26758 p53. Synthetic.
43 717.5 30.1 393 16 AAR94623 p53 protein. Homo
44 717.5 30.1 393 16 AAR79658 Human pS3 protein.
45 717.5 30.1 393 19 AAW4B658 Amino acid segquenc
ALIGNMENTS

RESULT 1

AAY45246

ID AAYA5246 standard; Protein; 448 AA.

XX

AC  AAY45246;

XX R

DT 07-JAN-2000 (first entry)

XX

DE Human p51 protein A.

XX

KW Human; p51; p53 related gene; cell proliferation; regulation; cancer;

KW tumour suppression; diagnosis.

XX

oS Homo sapiens.

XX

FH Key Location/Qualifiers

FT Domain 1..59

FT /label= transactivation_domain

FT Domain 142..321

FT /label= DNA_binding_domain

FT Domain 353..397

FT /label= oligomerisation_domain

XX

PN W09950412-A1.

XX

PD 07-0CT-1999.

XX

PF 24-MAR-1999; 99WO-JP01512,

XX

PR 27-MAR-1998; 98JP-0100467.

XX

PA (SAKA ) OTSUKA PHARM CO LTD.

PA (IKAW/) IKAWA Y.

XX
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Ikawa Y, 1Ikawa S, Obinata M; )
WPI; 1999-591318/50.

N-PSDB; AA225770.

New p53 related human gene p51, useful for diagnosis, investigation and
treatment of cancers and screening for potential cell proliferation
agents -

Claim 1; Page 147-148; 163pp; Japanese.

The present sequence represents a human pS1 protein, which is related to
p53 and has cell proliferation regulation and tumour suppression
activity. The p51 gene can be used in the investigation, diagnosis and
treatment of diseases such as cancer, with which the p53 family cell
proliferation regulation is associated. The p51 protein may be used for
screening potential agonists and antagonists of its regulatory function,
for use as drugs,

Sequence 448 AA;
Query Match 100.0%; Score 2383; DB 20; Length 448;
Best Local Similarity 100.0%; Pred. No. 2.1e-207;
Matches 448; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
1 :mOmHOQZNMbmvm<momszmbmovH0m<OMHUrZM<Ummmm00>ezxHmHmZUOHmZO 60

Qy

ESRARARAAN]

FLVLVRTERER R b et

Db 1 amnmnnnsmmwmvm<marwtamwmnvnom<avwap:m<amvmmaomnaxmm~maanwn5a 60

Qy 61 DmUermZZmO&HzrmrhzmzoooHozmmmmemv<zecx>ozm<ebumv~>ommmemcwb 120
[ARNRARARRREENY PEVEEVEVERE R R iy i1t I

Db 61 ammwmavstvawn:wmwH:msanm»n:mmmmﬁmvwsﬁa:masm<nmvmvwmavmmﬁmamp 120

Qy 121 mvmv>HvmzeU<vnv:mMU<mmoomme>xmwa2€~memrxﬁb<00waenvHon<zevv 180
[ARARRRERNARAR [ARARARE! [ARRRARERNRAREREREEY! IAEARER

Db 121 mvmvmwbwanawvmv:mmm<mmnammﬁmwmmntﬁ<mﬁmwwww<oawmxnovwapx<aﬁub 180

Qy 181 voo><Hm>:v<<xx>m=<em<<xwov2:mrwwmmzmooH>nvm:hum<mozm=bo<<muv 240
[ARERRRRRRARY SERRNRRARRR AR RN RE] (RERNERNERRRRRAREARE!

Db 181 vncm<»ﬂwav<<xwmmv<nm<<xﬂov=7mwmnmmsmcnwmuumrwMH<oo=m:wn<<mav 240

Qy 241 Heow0m<r<v<mmv0<nemwee<r<ZMZOmeO<OnzzwwmHrHH<ehmembmo<rmwwn 300
[ERRRARRRRNY (NERERAN FELELEEREV LT bbb

Db 241 Hnmnnm<w<u<mvwn<onmmﬂﬁ<~<:msn:mmo<mmasﬁﬂvaww<nwmnwa@@<wmﬁno 300

Qy 301 ﬁm>zmnvnvnz0mﬂ>0mumHmzoo<w0mqNZQUQmevwwozemnHOZHmHxnxmmvvcm 360
[ARRRRARERNA] [(NARRRRN) FVELLEET R it ety

Db 301 mmmﬂwnwovananxmmmnmwﬂxna<mmmﬂxsmumﬁxﬂvmna:ﬁrmpmaﬁmwrwﬂnmvanm 360

Qy 361 rr<bv<wmzme<mzrrxHzmmrerO&bvomeHme&zoooooo:Omhrowmbrwbnwmzm 420
(AR R RN RN AN]] (RERRRNR! FLELLDVEIL L i

Db 361 HH%H@<Hmnmn<m5HHxmempmwanwanvﬁwmn<ﬂnnnann3a:~an:HHmmomwsm 420

Qy 421 LVEPRRETPKQSDVFFRHSKPPNRSVYP 448
ARRRRRNRERRANERARENE] i

Db 421 H<mvﬂnmﬁvxama<mmn:mxvvsnm<<v 448

RESULT 2

AAY05955

ID AAY05955 standard; Protein; 448 AA.

XX

AC AAY05955;

XX

DT 16-AUG-1999 (first entry)

XX

DE Human cell regulatory protein p63, isoform huTAp63 gamma.

XX

KW Cell regulatory protein; p63; huTAp63 gamma; TAp63 gamma; human;

KW cancer; tumour suppressor; cell cycle control; apoptosis;

KW cell proliferation; cell differentiation; therapy.

XX .

aQ

us-09-670-568b-1.rag

Homo sapiens.
W09919357-A2.
22-APR-1999.

98W0O-US21992.

02-0CT-1998;

15-0CT-1997; 97US-006207

XX
PI  McKeon F, Yang A;
- XX
DR WPI; 1999-277595/23.
DR N-PSDB; AAX58574.
XX
PT New isolated p63 cell regulatory protein for, e.g. treatment of
PT tumours
XX
PS Claim 23; Fig 11; 161pp; English.
XX
CcC The present invention concerns the discovery of a new family of
cC cell regulatory proteins (CRPs) termed the p63 family of proteins,
CC  ‘which demonstrate certain sequence identity to known tumour
CcC suppressor proteins p53 and p73. It has been observed that the
cc intron-exon organisation is conserved between p73 and p53, and from
CcC known exon and intron sizes for these 2 genes, it was possible to
cc identify new members of this gene family using a PCR-based strategy
cc of amplifying 2 exons in a conserved domain and their intervening
cC intron. The human p53 gene was localised to chromosomal position
cc 3927-29. At least 6 different isotypes exist. Splice variants
cc differing at the C-terminus have been designated as alpha, beta and
cC gamma forms, while p63 members differing in the N-terminus are
cc designated as deltaN and TA forms, where the deltaN form lacks the
cc transactivation domain. The present sequence represents human
cc p63 isotype TAp63 gamma. p63 was detected in a variety of
cc human and mouse tissue. It demonstrates remarkably divergent
cc activities, such as the ability to transactivate p53 reporter genes
cc and induce apoptosis. Cessation or down-regulation of p63 expression
cc may play a critical role in the. process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63
CcC act as dominant negatives towards transactivation by p53 and p63.
cc p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cc cachexia) and neuronal differentiation and related degenerative
cc disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
cc AAX58572-83) and anti-p63 antibodies of the invention can be used to
cC identify compounds useful for treating disorders involving such
cc processes, in detection and diagnosis, and in the production of
cC transgenic animals.
XX
SQ Sequence 448 AA;
Query Match 100.0%; Score 2383; DB 20; Length 448;
Best Local Similarity 100.0%; Pred. No. 2.1e-207;
Matches 448; Conservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 Zmomeoezmmrmvm<mOmHZUmhmomH0m<ovHszm<UmvmmUm>HZxHmHmZUOHmzo 60
AN AN AN RN R NN AN AR ARY IARRRAR! AERANRN| it
Db 1 amnmﬁaﬁsmmwmvm<mn:wsamHmacwnm<nv»awam<amvmmammn:xwmwmaaownan 60
Qy 61 Um0bmdm!€m0<ezrmrrzmxcooHozmmmmamv<zeu:>ozm<ewvmv<>Ovmmemu>r 120
PELEEELCRECI ey RN RN RN AR RN ERN]]
Db 61 amapmavazma<ﬁswoHHsmamnnwnsmmwmﬁwb<smmzmn:m<ﬁmvmv<mavmmnmmmw 120
Qy 121 mvmvammzeoﬂmov:mwv<mmoowme>xm>qiexmAszzr<noszeanOHx<Zevv 180
[N R RN RN RN RN Y] [RER RN RURER R RN [RERRI
Db 121 mUmUWMumSﬁuwumvrmma<mmnanﬂwrmmntdwmnmwxxwwonwmxnovwnwx<snvv 180
Qy 181 vom><Hx}Zv<mxx>mm<am<<xmomz:mrmwmwzmnOanvmszw<mnzw=>ox<mcw 240

PEVERERERCr e e (R NR RN RN ARNRREY]




Wed Aug 8 08:03:08 2001 us-09-670-568b-1.rag Page 3

Db 181 pggavirampvykkaehvtevvkrcpnhelsrefnegqiappshlirvegnshaqyvedp 240
Query Match 100.0%; Score 2383; DB 21; Length 448;
Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300 Best Local Similarity 100.0%; Pred. No. 2.1e-207;
[AERRR! (RN R R N AN RN AR RN RN N AN RN RN RN RN RN RN Matches 448; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Db 241 itgrgsvlvpyeppqvgtefttvlynfmcnsscvggmnrrpiliivtletrdgqvlgrre 300
. Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360 (AR ARERREERERER RN ARERARARR AEARARRRARR! [IEARRRRRARERE]
LIV Errrrrererend PETETLRERE T rreerryreereerternnt Db 1 msgstqtneflspevfqhiwdfleqpicsvqpidlnfvdepsedgatnkieismdeirmg 60
Db 301 fearicacpgrdrkadedsirkqgvsdstkngdgtkrpfrgnthgiqmtsikkrrspdde 360
Qy 61 DSDLSDPMWPQYTNLGLLNSMDOQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSACFRNE 420 PECRELTTER Tl FEVESES IRt reriny
It (RRRRRNNE (ARERNAERY! (ANARRRARUNARNARRRARANAR Db 61 dsdlsdpmwpqytnlgllnsmdqqiqngssstspyntdhagnsvtapspyagpsstfdal 120
Db 361 llylpvrgretyemllkikeslelmqylpghtietyrqqqqqqhqhllgkhllsacfrne 420
. Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
Qy 421 LVEPRRETPKQSDVFFRHSKPPNRSVYP 448 i [ARERRARE! [ARARARAR [AERARAN] TEELELT
[RERRRRERE RN RN Db 121 spspaipsntdypgphsfdvsfqgsstaksatwtystelkklycqiaktcpigikvmtpp 180
Db 421 lveprretpkgsdvffrhskppnrsvyp 448
Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
T [AERRANA [ARARERARN] (ARARRRT (NERARAN
RESULT 3 Db 181 pggavirampvykkaehvtevvkrcpnhelsrefnegqiappshlirvegnshaqyvedp 240
AAB11359
D AAB11359 maw:aw.ﬂan Protein; 448 AA. Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
XX FELETERER Rl PEVULETEEE et erer i tererngnd
AC  AAB11359; Db 241 itgrgsvlvpyeppgvgtefttvlynfmensscvggmnrrpiliivtletrdgqvlgrre 300
XX
DT 21-FEB-2001 (first entry) Qy 301 FEARICACPGRDRKADEDSIRKQQOVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
XX RN ARARRRARARRRRE RN RN AR AR AR AR A NN RN AR AR ARA N
DE Human p63 protein isoform #3. Db 301 fearicacpgrdrkadedsirkqgqgvsdstkngdgtkrpfrqnthgigmtsikkrrspdde 360
XX
KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic; Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSACFRNE 420
KW vaccine; detection. . PEEERTTErer et FERCEETErererre et
XX Db 361 llylpvrgretyemllkikeslelmgylpghtietyrqqqqqghghllgkhllsacfrne 420
0s Homo sapiens. .
XX ) Qy 421 LVEPRRETPKQSDVFFRHSKPPNRSVYP 448
PN  WO200061612-A2. AR AR AR R RR AR AR RN RN
XX Db 421 lveprretpkgsdvffrhskppnrsvyp 448
PD 19-0CT-2000.
XX
PF 03-APR-2000; 2000WO-US08896. ' RESULT 4
XX AAY05961
PR 02-APR-1999; 99US-0285479. ID AAY05961 standard; Protein; 483 AA.
PR 17-DEC-1999; 990US-0466396. XX
PR 30-DEC-1999; 99US-0476496. AC AAY05961;
PR 10-JAN-2000; 2000US-0480884. ’ XX
PR 22-FEB-2000; 2000US-0510376. DT 16-AUG-1999 (first entry)
XX XX
PA (CORI-) CORIXA CORP. DE Mouse cell regulatory protein p63, isoform muTAp63 gamma.
XX . XX
PI Wang T, Fan L; KW Cell regulatory protein; p63; muTAp63 gamma; TAp63 gamma; mouse;
XX KW cancer; tumour suppressor; cell cycle control; apoptosis;
DR WPI; 2000-628399/60. . KW cell proliferation; cell differentiation; therapy.
DR N-PSDB; AAC66029. . XX .
XX oS Mus sp.
PT Isolated polypeptide comprising an immunogenic portion of a lung tumor XX
PT protein is used for detecting and monitoring progression of lung cancer ' PN WO09919357-A2.
PT in a patient - XX
XX . PD 22-APR-1999.
PS Disclosure; Page 247-249; 261pp; English. XX
XX PF 02-0CT-1998; 98WO-US21992.
cC This invention describes a novel isolated polypeptide (I) which XX
cc comprising an immunogenic portion of a lung tumor protein or variant (P2) PR 29-MAY-1998; 98US-0087216.
cc which have cytostatic activity. The polypeptides and polynucleotides are PR 15-0CT-1997; 97Us-0062076.
cc used in compositions and vaccines to inhibit the development of cancer, XX
cC especially lung cancer, in a patient. Methods described in the invention PA {(HARD ) HARVARD COLLEGE.
cc can be used to monitor the progression of a cancer by carrying out the XX
cc detection at subsequent time points and comparing the results from the : PI McKeon F, Yang A;
cc different time points. CD4+ and/or CD8+ T-Cells isolated from a patient XX
cC are treated with P2, polynucleotides encoding P2 or antigen presenting DR WPI; 1999-277595/23.
cc cells expressing P2 and then administered to the patient to inhibit DR N-DPSDB; AAX58580.
CC  development of cancer. XX
XX PT New isolated p63 cell regulatory protein for, e.g. treatment of
SQ Sequence 448 AA; PT tumours
XX
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Claim 23; Fig 17; 161pp; English.

The present invention concerns the discovery of a new family of

cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
suppressor proteins p53 and p73. Mouse p63 cDNA was isolated using
RACE. Sequencing of the amplification product indicated that the
amplified cDNA possessed a truncated N-terminus, i.e. the
transactivation domain was absent. Additional splice variants were
identified by screening a cDNA library with a probe corresponding

to exons 5-9 of p63. At least 6 different isotypes exist. Splice
variants differing at the C-terminus are designated as alpha, beta
and gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and TA forms, where the deltaN form lacks the
transactivation domain. The present sequence represents murine

p53 isotype muTAp63 gamma. p63 was detected in a variety of

human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate p53 reporter genes
and induce apoptosis. Cessation or down-regulation of p63 expression
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by p53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.g:
cachexia) and neuronal differentiation and related degenerative
disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
AAX58572-83) and anti-p63 antibodies of the invention can be used to
ldentify compounds useful for treating disorders involving such
processes, in detection and diagnosis, and in the production of
transgenic animals.

Sequence 483 AA;
Query Match 96.3%; Score 2296; DB 20; Length 483;
Best Local Similarity 96.9%; Pred. No. 1.8e-199;
Matches 434; Conservative 3; Mismatches 7: Indels 4; Gaps 1;

Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
AR AN RN AN N AR (AERRER NN RN AR Y| (ARANANE

Db 40 msqgstqtseflspevfghiwdfleqpicsvgpielnfvdepsengatnkieismdcirmg 99

Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
PECLEETRRR el PREEErerrsrr eyt

Db 100 dsdlsdpmwpqytnlgllnsmdqqigngssstspyntdhaqnsvtapspyaqpsstfdal 159

Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
(RRNRRERRREE FELEEELErEerr et [NARRRARE| [ARNRR

Db 160 spspaipsntdypgphsfdvsfqgsstaksatwtystelkklycqgiaktcpiqgikvmtpp 219

Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
(AR RN R AR RN RN RN R NN R AR AN RN AR A AR RN AR RRE RN

Db 220 pqgavirampvykkaehvtevvkrcpnhelsrefnegqiappshlirvegnshaqyvedp 279

Qy uwu ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
[ERRRARARARARA AR RNRE RN R TEVYTRIVET TR AR v iyl

Db 280 itgrgsvlvpyeppgvgtefttvlynfmensscvggmnrrpiliivtletrdgqvlgrrc 339

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQONTHGIQMTSIKKRRSPDDE 360
ILARNRRARERRR PLERELERENLY 1l [RERRRRNRRRR [RARRRE

Db 340 fearicacpgrdrkadedsirkqqvsdsakngda----frqnthgigmtsikkrrspdde 395

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSACFRNE 420
PELLELEETRE el (AR RN RERRR

Db 396 llylpvrgretyemllkikeslelmgylpghtietyrqgqqqghghllgkhllsacfrne 455

Qy 421 LVEPRRETPKQSDVFFRHSKPPNRSVYP 448
e i Lo

Db 456 lveprgeaptqsdvffrhsnppnhsvyp 483

RESULT 5

AAY05954

1D AAY05954 standard; Protein; 516 AA.

us-09-670-568b-1.rag ’

AC

Query Match
Best Local Similarity
Matches 416;

Qy
Db

AAY05954;

16-AUG-1999 (first entry)

Human cell regulatory protein p63, isoform huTAp63 beta.

Cell regulatory protein; p63; huTAp63 beta; TAp63 beta: human;
cancer; tumour suppressor; cell cycle control; apoptosis;

cell proliferation; cell differentiation; therapy.

Homo sapiens.

W09919357-A2.

22-APR-1999.

02-0CT-1998; 98W0O-US21992.
29-MAY-1998; 980S-0087216.
15-0CT-1997; 97US-0062076.

(HARD ) HARVARD COLLEGE.

McKeon F, Yang A;
WPI; 1999-277595/23.
N-PSDB; AAX58573.

New isolated p63 cell regulatory protein for, e.g. treatment of
tumours

Claim 23; Fig 10; 161pp; English.

The present invention concerns the discovery of a new family of

cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
suppressor proteins p53 and p73. It has been observed that the
intron-exon organisation is conserved between p73 and p53, and from
known exon and intron sizes for these 2 genes, it was possible to
identify new members of this gene family using a PCR-based strategy
of amplifying 2 exons in a conserved domain and their intervening
intron. The human p53 gene was localised to chromosomal position
3g27-29. At least 6 different isotypes exist. Splice variants
differing at the C-terminus have been designated as alpha, beta and
gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and TA forms, where the deltaN form lacks the
transactivation domain. The present sequence represents human

p63 isotype TAp63 beta. p63 was detected in a variety of

human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate p53 reporter genes
and induce apoptosis. Cessation or down-regulation of p63 expression
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by p53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cachexia) and neuronal differentiation and related degenerative
disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
AAXS58572-83) and anti-p63 antibodies of the invention can be used to
identify compounds useful for treating disorders involving such
processes, in detection and diagnosis, and in the production of
transgenic animals.

Sequence 516 AA;

91.7%; Score 2185; DB 20; Length 516;
94.1%; Pred. No. 2.2e-189;

Conservative 3; Mismatches 7; Indels 16; Gaps

1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60

(ARRRRRRANRRRRARRNA [RRRRRARE Perrrererererererenel It
1 msqgstqgtneflspevfghiwdfleqpicsvgpidlnfvdepsedgatnkieismdcirmg 60

Page 4
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Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
AR RN R N RN R R RN RN RN RN R RN AR RN RN AR

Db 61 dsdlsdpmwpgytnlgllnsmdqqigngssstspyntdhaqnsvtapspyaqpsstfdal 120

Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCOIAKTCPIQIKVMTPP 180
(AR FERLSEREYEL RV L r e ey i e el [NARNRRRRNRAR

Db 121 spspaipsntdypgphsfdvsfqgsstaksatwtystelkklycqiaktcpiqikvmtpp 180

Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
i [ARERRENN e [RERARRNE

Db 181 pqgavirampvykkaehvtevvkrcpnhelsrefnegqgiappshlirvegnshaqyvedp 240

Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGOVLGRRC 300
11 IERARERN AR AR RN RN RN RN R RN AR AR RN RN

Db 241 itgrgsvlvpyeppqvgtefttvlynfmcnsscvggmnrrpiliivtletrdgqvlgrre 300

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
(AR AR R R RN RN R AR RN R RA AR AR RN [RERARRRNR RN

Db 301 fearicacpgrdrkadedsirkqqvsdstkngdgtkrpfrgnthgigmtsikkrrspdde 360

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQOQOQQOHQHLLQKHLLSACFRNE 420

IRERERRENE TIETELIELE]
Db llylpvrgretyemllkikeslelmqylpghtietyrqgaqgqhghllqgk
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
B RN

Db 411 ------ qtsiqgspssygnsspp 426

RESULT 6

AAB11363 .

ID AAB11363 standard; Protein; 516 AA.

XX

AC AAB11363;

XX

DT 21-FEB-2001 (first entry)

XX

DE Human p63 protein isoform #7.

XX

KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;

KW vaccine; detection.

XX

oS Homo sapiens.

XX

PN  WO200061612-A2.

XX

PD 19-0CT-2000.

XX

PF 03-APR-2000; 2000WO-US08896.

XX

PR 02-APR-1999; 99US-0285479.

PR 17-DEC-1999; 99US-0466396.

PR 30-DEC-1999; 99US-0476496.

PR 10-JAN-2000; 2000US-0480884.

PR 22-FEB-2000; 2000US-0510376.

XX

PA (CORI-) CORIXA CORP.

XX

PI Wang T, Fan L;

XX

DR  WPI; 2000-628399/60.

DR N-PSDB; AAC66033.

XX

PT Isolated polypeptide comprising an immunogenic portion of a lung tumor

PT protein is used for detecting and monitoring progression of lung cancer

PT in a patient -

XX

PS Disclosure; Page 255-256; 261pp;: English.

XX

cc This invention describes a novel isolated polypeptide (I) which

CcC comprising an immunogenic portion of a lung tumor protein or variant (P2)

CC  which have cytostatic activity. The polypeptides and polynucleotides are

us-09-670-568b-1.rag
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cc used in compositions and vaccines to inhibit the development of cancer,
[o{o] especially lung cancer, in a patient. Methods described in the invention
cC can be used to monitor the progression of a cancer by carrying out the
cc detection at subsequent time points and comparing the results from the
cc different time points. CD4+ and/or CD8+ T-Cells isclated from a patient
cc are treated with P2, polynucleotides encoding P2 or antigen presenting
cC cells expressing P2 and then administered to the patient to inhibit
cc development of cancer.
XX -
S50 Sequence 516 AA;
Query Match 91.7%; Score 2185; DB 21; Length 516;
Best Local Similarity 94.1%; Pred. No. 2.2e-18
Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps 1;
Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
FECURETRRE R e et it bbbt er ety eereneenel
Db 1 msgstqtneflspevfqhiwdfleqpicsvgpidlnfvdepsedgatnkieismdcirmg 60
Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
RRNRER AR AR A RN AR AR (NN RN AR AR AR RN
Db 61 dsdlsdpmwpqytnlgllnsmdqqiqngssstspyntdhagnsvtapspyagpsstfdal 120
Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
(RN TR [RERARERY
Db 121 spspaipsntdypgphsfdvsfqgsstaksatwtystelkklycqiaktcpiqikvmtpp 180
Qy 181 POGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
1 ARARA AN [RRARERE [NERRANER Filirenl
Db 181 pqgavirampvykkaehvtevvkrcpnhelsrefnegqiappshlirvegnshaqyvedp 240
Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
PEREETTE TR R b it b e et e e e r e ety et et
Db 241 itgrgsvlvpyeppgvgtefttvlynfmecnsscvggmnrrpiliivtletrdgqvlgrrc 300
Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
1 PEEEEEEEE i et et ettt et rdnind
Db 301 fearicacpgrdrkadedsirkqqvsdstkngdgtkrpfrqgnthgigmtsikkrrspdde 360
Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQOQHQHLLOKHLLSACFRNE 420
PEEELEIR e ndrinint PEEEErerrerinentd
Db 361 llylpvrgretyemllkikeslelmgylpghtietyrqqgaqgqhghllgk---------- 410
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
N HER S N
Db 411 ------ qtsiqgspssygnsspp 426
RESULT 7 i
AAY45247
ID AAY45247 standard; Protein; 641 AA.
XX
AC AAY45247;
XX .
DT 07-JAN-2000 (first entry)
XX
DE Human pS51 protein B.
XX
KW Human; p51; p53 related gene; cell proliferation; regulation; cancer;
KW tumour suppression; diagnosis.
XX
0S Homo sapiens.
XX
FH Key Location/Qualifiers
FT Domain 1..59
FT /label= transactivation_domain
T Domain 142..321
FT /label= DNA_binding_domain
FT Domain 353..397
FT /label= oligomerisation_domain
XX
PN  WO09950412-Al.
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XX aAC AAY05953;
PD 07-0CT-1999. XX
XX DT 16-AUG-1999 (first entry)
PF 24-MAR-1999; 99WO-JP01512. XX
XX DE Human cell regulatory protein p63, isoform huTAp63 alpha.
PR 27-MAR-1998; 98JP-0100467. XX
XX KW Cell regulatory protein; p63; huTAp63 alpha; TAp63 alpha; human;
PA (SAKA ) OTSUKA PHARM CO LTD. KW cancer; tumour suppressor; cell cycle control; apoptosis;
PA (IKAW/) IKAWA Y. KW cell proliferation; cell differentiation; therapy.
XX XX
PI Ikawa Y, Ikawa S, Obinata M; - 0s Homo sapiens.
XX XX
DR WPI; 1999-591318/50. PN  W09919357-A2.
DR N-PSDB; AAZ25771. XX
XX PD 22-APR-1999.
PT New p53 related human gene p51, useful for diagnosis, investigation and . XX
PT treatment of cancers and screening for potential cell proliferation PF 02-0CT-1998; 98W0-US21992,
PT agents - XX
XX PR 29-MAY-1998; 98US-0087216.
PS Example 1; Page 152-154; 163pp; Japanese. PR 15-0CT-1997; 97US-0062076.
XX XX
cc The present sequence represents a human p51 protein, which is related to PA (HARD ) HARVARD COLLEGE.
cc P53 and has cell proliferation regulation and tumour suppression XX
cc activity. The p51 gene can be used in the investigation, diagnosis and PI McKeon F, Yang A;
cc treatment of diseases such as cancer, with which the p53 family cell XX
cC proliferation regulation is associated. The p51 protein may be used for DR WPI; 1999-277595/23.
cc screening potential agonists and antagonists of its regulatory function, DR N-PSDB; AAX58572.
cc for use as drugs, XX
XX PT New isolated p63 cell regulatory protein for, e.g. treatment of
SO Sequence 641 aa; PT tumours
XX
PS Claim 23; Fig 9; 161pp; English.
Query Match 91.7%; Score 2185; DB 20; Length 641; XX
Best Local Similarity 94.1%; Pred. No. 3e-189; cc The present invention concerns the discovery of a new family of
Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps 1; ceC cell regulatory proteins (CRPS) termed the p63 family of proteins,
cc which demonstrate certain sequence identity to known tumour
Qy 1 zmomaoezmwrmvm<momHsumrmovHnm<OMHszw<0mmwmco>eszmHmzconzo 60 [ole] Suppressor proteins p53 and p73. It has been observed that the
ERERREERRERERE NERRARE TErirt ARRRREARARARARRERD cc intron-exon organisation is conserved between p73 and p53, and from
Db 1 amnmaansmmwmvm<mnwwtamwmavwom<nvmupsm<amvmmammﬁswwmwmaaownaa 60 cc known exon and intron sizes for these 2 genes, it was possible to
cc identify new members of this gene family using a PCR-based strategy
Qy 61 Umobmcmzzvo«azrmrrzmzcooHoznmmmemv<zecm>ozm<e>vmv~>ovmmemb>h 120 cc of amplifying 2 exons in a conserved domain and their intervening
[ERRRRRRRRAREE] (NEARAR] NRARNRE] (RRRRRRRRRARRRRRRRN]] [oled intron. The human p53 gene was localised to chromosomal position
Db 61 awawwavstmnmn:wmwHsmsanpwnzmmwmnmvwawn:mn:m<ﬁmwmv<maummnmamp 120 cc 3927-29. At least 6 different isotypes exist. Splice variants
cc differing at the C-terminus have been designated as alpha, beta and
Qy 121 mvmvavmzec<vovmmmu<mnoomme>xm>e€4<memrxwb<ooH>xqomHon<Zemv 180 CcC gamma forms, while p63 members differing in the N-terminus are
AR RER R RN FREEtEbereerettnt LYEELNnt [olo] designated as deltaN and TA forms, where the deltaN form lacks the
Db 121 mvmvmwvm:ﬁa<vou:mmu<mmaamwnmxmmntnwmnmwxxwmonwwxnovwnwr<5ﬁ@v 180 [ole} transactivation domain. The present sequence represents human
[oled p63 isotype TAp63 alpha. p63 was detected in a variety of
Qy 181 uoov<Hz>1v<<xz>m=<em<<xznwz:mrwxmmzmnoHbvvm:rmw<m02mx>o<<mcn 240 cC human and mouse tissue. It demonstrates remarkably divergent
NERRARARERNE [REERARERE ARRRARET] AR AR RN R AR AR RN NN cc activities, such as the ability to transactivate pS3 reporter genes
Db 181 vnmm<pnmav<<xxmm:<ﬁm<<xnnv=:mpmﬂmm:moawmvvmrwHn<mo:m:ma<<mav 240 cc and induce apoptosis. Cessation or down-regulation of p63 expression
cc may play a critical role in the process of cervical squamous
Qy 241 Hemmom<r<v<mvvo<nemmee<r<ZMZOmeo<oozzmwthHH<qrmexuoo<rmzmo 300 [olo] differentiation, both benign and neoplastic. DeltaN isotopes of p63
FLEELETEL ) FEELLETE) IEERRRRERRRRRERRRERR ERERERARRRARE cc act as dominant negatives towards transactivation by pS53 and p63.
Db 241 wﬁmnnm<w<v<m©va<mﬁmmnn<~<=mansmm0<@m5=nﬂvwwww<ﬁwwmhaoa<wmmnn 300 cc p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cc cachexia) and neuronal differentiation and related degenerative
Qy 301 wm>mHn>OvoxUwaumDmHmxoo<mcmaxzoomexmvﬁmoze:mHozemexmmmmcom 360 cC disorders. pé63 polypeptides (see AAY05953-64), polynucleotides ({see
AEARRARRRRRRR RN ANY RN RN AR R R RN RN RN Y 1) [olo] AAX58572-83) and anti-p63 antibodies of the invention can be used to
Db 301 mmwnMnmovmnaﬂxmamawwﬂx&n<mamnxsmmonxﬁvmna:ﬁsmwnanmwwxnnmvaam 360 ccC identify compounds useful for treating disorders involving such
CcC processes, in detection and diagnosis, and in the production of
Qy 361 bb<rv<wowmemmZbememhmrzo<hvo:eHmawzoooooomo:rroxmrrm>omxzm 420 . cc transgenic animals.
PLEERRCE Tt ey g BARARRARRRARENEE! XX
Db 361 -<~v<nmnmn<mauwxwwmmHmwanwwvn:ﬁHmnwnnanpnnzavaax .......... 410 sQ Sequence 641 AA;
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442 .
I sl Query Match 91.7%; Score 2185; DB 20; Length 641;
Db 411 ------ qtsigspssygnsspp 426 Best Local Similarity 94.1%; Pred. No. 3e-189;
Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps 1;
RESULT 8 Qy 1 3momeoezmmrmwm<m0:HzowbmovH0m<ochrzm<0mvmmDO>ezxHmHmZUnHzZO 60
AAY05953 [ARRRRRRARA RN FELLLECELIER OVt [ARRRRRER!
ip AAY05953 standard; Protein; 641 AA. Db 1 ammmnnn:mmpmvm<mnrwimmHmnvwom<nbwaw:m<amvmmammn:xwmwmamnwnan 60

XX
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Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQOIQONGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
AN (AN RN RN AR RN [ARRRERRNRN [RERARRRI

Db 61 dsdlsdpmwpqgytnlgllnsmdqgqiqngssstspyntdhaqnsvtapspyaqpsstfdal 120

Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
1 [NERERRN LLETETIE] [ARRARRNE! [ERRRREN]

Db 121 spspaipsntdypgphsfdvsfqgsstaksatwtystelkklycqiaktcpigikvmtpp 180

Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
TEPERETETERET Rty rrrsintnl [AREREREN

Db 181 pggavirampvykkaehvtevvkrcpnhelsrefnegqiappshlirvegnshagqyvedp 240

Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
PEERERYEY IRl LEEErrent EABARRRAN) |

Db 241 itgrgsvlvpyeppqvgtefttvlynfmcnsscvggmnrrpiliivtletrdgqvlgrre 300

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQONTHGIQMTSIKKRRSPDDE 360
ARRRERRARRERRR AR TEEVEERITEN LRIt [RERNRRERN |

Db 301 fearicacpgrdrkadedsirkqqvsdstkngdgtkrpfrqnthgigmtsikkrrspdde 360

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQOQOHQHLLQKHLLSACFRNE 420
PEVLRETEREEr ey erereeiennl (HERERRNRN [BAK

Db 361 llylpvrgretyemllkikeslelmgylpghtietyrqqqqqqhghlligk---------- 410

Qy 421 LVEPRRETPKQSDVFFRHSKPP 442

b1 EE N I N

Db 411 ------ qtsigspssygnsspp 426

RESULT 9

AAB11358

ID AAB11358 standard; Protein; 641 AA.

XX

AC AAB11358;

XX

DT 21-FEB-2001 (first entry)

XX

DE Human p63 protein isoform #2.

XX

KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;

KW vaccine; detection.

XX

0s Homo sapiens.

XX

PN  WO200061612-A2.

XX

PD 19-0CT-2000.

XX

PF 03-APR-2000; 2000WO-US08896.

XX

PR 02-APR-1999; 990S-0285479.

PR 17-DEC-1999; 99US-0466396.

PR 30-DEC-1999; 99US-0476496.

PR 10-JAN-2000; 2000US-0480884.

PR 22-FEB-2000; 2000US-0510376.

XX

PA (CORI-) CORIXA CORP.

XX

PI Wang T, Fan L;

XX

DR  WPI; 2000-628399/60.

PR N-PSDB; AAC66028.

XX

PT Isolated polypeptide comprising an immunogenic portion of a lung tumor

PT protein is used for detecting and monitoring progression of lung cancer

PT in a patient -

XX

PS Disclosure; Page 245-247; 261pp; English.

XX

cC This invention describes a novel isolated polypeptide (I) which

cc comprising an immunogenic portion of a lung tumor protein or variant (P2)

cc which have cytostatic activity. The polypeptides and polynucleotides are

cc used in compositions and vaccines to inhibit the development of cancer,

us-09-670-568b-1.rag
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[olo especially lung cancer, in a patient. Methods ‘described in the invention
cc can be used to monitor the progression of a cancer by carrying out the
cc detection at subsequent time points and comparing the results from the
cc different time points. CD4+ and/or CD8+ T-Cells isolated from a patient
cc are treated with P2, polynucleotides encoding P2 or antigen presenting
cC cells expressing P2 and then administered to the patient to inhibit
cc development of cancer.
XX
SQ Sequence 641 AA;
Query Match 91.7%; Score 2185; DB 21; Length 641;
Best Local Similarity 94.1%; Pred. No. 3e-189;
Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps 1;
Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
11 (ARANRRN (ANARAREN] [KERARRL FIerentd [N
Db 1 msgstqtneflspevfqhiwdflegpicsvgpidlnfvdepsedgatnkieismdcirmg 60
Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
(AR PERETLT [ARERRRN] (ARNRNRN] [ARNRERN] ]
Db 61 dsdlsdpmwpqgytnlgllnsmdgqiqgngssstspyntdhagnsvtapspyagpsstfdal 120
Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
tIl PRt e errrr e ererererd IR RARARNRRRRR
Db 121 spspaipsntdypgphsfdvsfqgsstaksatwtystelkklycqiaktcpiqgikvmtpp 180
Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
(RN TRV EET et et b bbb r e b b e ey bt
Db 181 pqgavirampvykkaehvtevvkrcpnhelsrefnegqiappshlirvegnshagyvedp 240
Qy 241 Haomom<r<w%mwv0<mHmmeﬂ<r<zmzozmmn<mozzmmvHFHH<Hrmawuno<roww0 300
JEREREIERER e e r e rirer st rintl [ARRRRRERARRENY
Db 241 itgrgsvlvpyeppqvgtefttvlynfmensscvggmnrrpiliivtletrdgqvlgrre 300
Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
PEEEEErereririnyt Ferrsrenrmnnr e erererrrenl
Db 301 fearicacpgrdrkadedsirkqqvsdstkngdgtkrpfrgnthgigmtsikkrrspdde 360
Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSACFRNE 420
TECRERERER e et ey e e st .
Db 361 llylpvrgretyemllkikeslelmgylpghtietyrqgqqqqqhghllgk---------- 410
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
0 HEEN B N
Db 411 ------ qtsigspssygnsspp 426
RESULT 10
AAB11361
ID AAB11361 standard; Protein; 680 AA.
XX
AC AAB11361;
XX
DT 21-FEB-2001 (first entry)
XX
DE Human p63 protein isoform #5.
XX
KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;
KW vaccine; detection.
XX
0s Homo sapiens.
XX
PN  WO200061612-A2.
XX
PD 19-0CT-2000.
XX
PF 03-APR-2000; 2000WO-US08896.
XX
PR 02-APR-1999; 9905-0285479.
PR 17-DEC-1999; 99US-0466396.
PR 30-DEC-1999; 99US-0476496.
PR 10-JAN-2000; 2000US-0480884.



PR
XX
PA
XX
PI
XX
DR
DR
XX
PT
PT
PT
XX
PS
XX
cc
cc
ccC
cc
cC
cc
CcC
cc
cC
CcC
cc
XX
sQ
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22-FEB-2000; 2000US-0510376.
(CORI-) CORIXA CORP.

Wang T, Fan L;
WPI; 2000-628399/60.
N-PSDB; AAC66031.

Isolated polypeptide comprising an immunogenic portion of a lung tumor
protein is used for detecting and monitoring progression of lung cancer
in a patient -

Disclosure; Page 250-253; 261pp; English.

This invention describes a novel isolated polypeptide (I) which
comprising an immunogenic portion of a lung tumor protein or variant (P2)
which have cytostatic activity. The polypeptides and polynucleotides are
used in compositions and vaccines to inhibit the development of cancer,
especially lung cancer, in a patient. Methods described in the invention
can be used to monitor the progression of a cancer by carrying out the
detection at subsequent time points and comparing the results from the
different time points. Cp4+ and/or CD8+ T-Cells isolated from a patient
are treated with P2, polynucleotides encoding P2 or antigen presenting -
cells expressing P2 and then administered to the patient to inhibit

development of cancer.
Sequence 680 AA;
Query Match 891.7%; Score 2185; DB 21; Length 680;
Best Local Similarity 94.1%; Pred. No. 3.3e-189;
Matches 416; cConservative 3; Mismatches 7; 1Indels 16; Gaps 1;

Qy 1 ZWOMeOHZMMrmvm<WOIHSD%FMOMHOw<OvHUb2ﬂ<0mvmmcn>eszMHmZUOszo 60
AR NARRRRERY AN NRRRRRRRRERRANEY AREERRRERENARY
Db 40 smnmnndzmmwmvm<mavwsmmHmavwom<nvwawsm<ambmmammnax»mwmamn»nsa 99
Qy 61 UmchwaZSGO&HZFOermZUOOHOZQmwmamu&ZﬂU:bozm<e>vmv«>0vmmewc>b 120
IRRNARE] AARARAR AR RY AR ASRRRRRR NN ANARRY]
Db 100 ammHmQVESmamnspmHHamaaaawn:mmmmnmuwsﬂuvma=m<wmbmv<mQmemmawH 159
Qy 121 mvmv>vazeU<vnv:mwo<mwoomme>xm>aqumamrzwr<OOH>xeovHoHw<=evv 180
SRR R AR RN ERERNRN] [RERRRRN
Db 160 mvmvmpvm:ﬁn<umv=mma<mmnawmﬁmxmmn:n<mmmpxxpwnawmwnObwnHw<anvv 219
Qy 181 von><Hw>2m<<x=§mm<am<<xmnvzmmrmwmmzmnOHbvvmthw<mmzmm>o<<m0v 240 .
ASRERRR NN PLELELECEec iy
Db 220 vnmm<Hnm5v<%xwmm:<ﬁm<<xnnv=:mHmwmmsm@nwmem:HHn<mu:mrma<<muv 279
Qy 241 Hemmom<r<mmmvvo<oemwee<h<zw202mmn<®022wwvaHH<ermewcoo<hnxmn 300
[NARRRRRRREEN PELERV LN e (RERRRRR [RRRANE] |
Db 280 Mnmnom<~<v<mvva<mﬂomnn<wwaman:mmo<nosnﬂnvwwwM<ﬁpmﬁham@<wmﬂﬁo 339
Qy 301 ﬂmwxuo>nvﬂxcwn>umowHmzoo<mcmezzmcneNwixozemoHOZewaNzwvaOm 360
AN ERRR AR AR (RN RR AR [RREERNS it
Db 340 mmmﬁ»omovawaﬂxmmwamanan<mmmﬁx:mnmnxﬂvmnnsnsmwnanmHxxwﬂmvamm 399
Qy 361 bb&bv<wmme<erbxmemrmrzombmomeHmexwoooooomOErboxmrrmwowwzm 420
EENRERRRANARNREINY [ARRRAE! EEARRE RN RN NRY
Db 400 ~H<Hm<nonmﬁ<mawpxpxmmHmpaawpvn:ﬁwmnwnannnnnrnswan .......... 449
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
) sl
Db 450 ------ qtsigspssygnsspp 465
RESULT 11
AAYS50997
D AAY50997 standard; Protein; 680 aa.
XX
AC AAYS50997;

XX

us-09-670-568b-1.rag

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy

Page 8

DT 14-MAR-2000 (first- entry)
XX
DE Human KET protein.
XX .
KW KET; anticancer; cell cycle; apoptosis; tumor Suppressor; p53 family;
KW p53 family; angiogenic; cytotoxic; cancer; human.
XX
oS Homo sapiens.
XX
PN W09961610-A2.
XX
PD 02-DEC-1999.
XX
PF 25-MAY-1999; 99WO-DE01557.
XX
PR 25-MAY-1998; 98DE-1022985.
XX
PA (FRAU ) FRAUNHOFER GES FOERDERUNG ANGEWANDTEN.
XX
PI Paul D, Augustin M, Schmale H, Bamberger C;
XX
DR WPI; 2000-062710/05.
DR N-PSDB; AAZ43913.
XX
PT New KET-encoding nucleic acid and related proteins, for diagnosis and
PT treatment of tumors -
XX
PS Claim 7; Page 26-28; 28pp; German.
XX :
cc This invention describes a novel KET-encoding nucleic acid (I) and its
cC fragments, variants and mutants which has anticancer activity. (I)
cc encodes a protein, (II), involved in control of the cell cycle and
cc apoptosis, i.e. (II) is a tumor suppressor protein which belongs to the
cc p53 mmaww<u (I), and the polypeptide (II) encoded by it, are used {a) to
cc detect (I) in biological samples, specifically angiogenic tumor tissue,
cc including (I) sequences that have a homozygotic deletion and (b) to
cc detect presence or absence of human chromosome 3927 or murine chromosome
cc 16, or their fragments, by hybridization. Also, (I) is used as a tumor
cc suppressor, particularly in tumors where an alteration in the wild-type
cc P53 allele has not been identified. (I) and (IT) may also be used for
ccC development of specific cytotoxic agents and for predicting the risk of
cc developing cancer. This Sequence represents the human KET protein
cC described in the method of the invention.
XX
5Q Sequence 680 AA;
Query Match 91.7%; Score 2185; DB 21; Length 680;
Best Local Similarity 94.1%; Pred. No. 3.3e-189;
Matches 416; Conservative 3; Mismatches 7; 1Indels 16; Gaps 1;

1 Zmoweoezmmrmmm<momHzomrmommnm<owucrzm<vmvmmco>eZmeHwZUnszo 60
VELELERULLI b it [EEER RN RN ARNARAET] [ARRRNNERY
40 EmnmﬁnﬁammHmum<marwtamHmnwuom<avwaH:mcamwmmammn:x»muwsmo»wan 99

61 UmmeUﬂZZmOKHmebbzwzcooHozommmemvxze01>02m<€>mmv&>0mmmaﬁ0>r 120

[ARARRRRRRRERER [ARRRRRA [EARRRARRNNRNEARAT] [RARRRRARRRN]]
100 QmawmavstvnwnswmwHnmsaanwnsommmnmnw:na:mn=m<nmmmv<mnvmmﬁmamp 159

121 mmmv>HvaHU<UOUIWﬁU<mMOOMme>zm>e£e~membxﬁr<OOH>ermHOHz<Zva 180

l (AR RN [ERRRRN ERARARRRRRRRNEREY it
160 mbmwmwvmsﬁawvov:mma<mm@nmmﬁmxmmﬁsﬁwmnmwxxwwoahmwnnwwnwx<anvv 219

181 voo><Hm>Zm<&xmem<ﬂm<<zx0mzmmrmNMﬁzmnOH>vwmthm<ngmm>0«<mcv 240

SEARRRARRRANA RN (NN RNT Y [RARRARARRARARY!
220 uoam<wﬁmav<<xxmmr<ﬁm<<xnov::mwmHmm:mon»muwmvwMn<mm:mrma<<mmu 279

241 HHQw0m<b<v%mwvo<oemwea<rmZHZOme0<Qn:zmszbHH<ebmexbmo<r0mwn 300

___*_____.___________________ (ARERER| [RENRRRRNRRAREEY!
280 wnmﬂam<w<v<mwua<oﬂmmﬁn<H<:mso:mmocomasﬂncv iivtletrdgqvigrrc 339

301 mm>zHo>ovnmcxxycmcmmeoo<mcmezzncnezxmmwozemnHozamHzxmwmnuom 360
FEEECECR R v i i ey RN RN A AR N R RN NA AT
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Db 340 fearicacpgrdrkadedsirkqqvsdstkngdgtkrpfrqnthgigmtsikkrrspdde 399
Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQOQHQHLLQKHLLSACFRNE 420
[AERRARE [ARRNRN IRERNRRNN] [ARRRREEN
Db 400 llylpvrgretyemllkikeslelmqylpghtietyrqqgggqgghghllgk--=-------- 449
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
0t ool
Db 450 ------ qtsigqspssygnsspp 465
RESULT 12
AAY05958
ib AAY05958 standard; Protein; 680 AA.
XX
AC AAY(05958;
XX
DT 16-aUG-1999 (first entry)
XX
DE Human cell regulatory protein p63, isoform deltaNp63 gamma.
XX
KW Cell regulatory protein; p63; hu-deltaNp63 gamma; human;
KW cancer; tumour suppressor; cell cycle control; apoptosis;
KW cell proliferation; cell differentiation; therapy.
XX
0s Homo sapiens.
XX
PN  WO9919357-A2.
XX
PD 22-APR-1999.
XX .
PF 02-0CT-1998; 98WO-US21992.
XX
PR 29-MAY-1998; 98US-0087216.
PR 15-0CT-1997; 97US-0062076.
XX
PA (HARD ) HARVARD COLLEGE.
XX
PI McKeon F, Yang A;
XX
DR WPI; 1999-277595/23.
DR N-PSDB; AAX58577.
XX
PT New isolated p63 cell regulatory protein for, e.g. treatment of
PT tumours
XX
PS Claim 23; Fig 14; 161pp; English.
XX
cc The present invention concerns the discovery of a new family of
cC cell regulatory proteins (CRPs) termed the p63 family of proteins,
cc which demonstrate certain sequence identity to known tumour
cc suppressor proteins p53 and p73. It has been observed that the
cC intron-exon organisation is conserved between p73 and p53, and from
cc known exon and intron sizes for these 2 genes, it was possible to
cc identify new members of this gene family using a PCR-based strategy
[ol] of amplifying 2 exons in a conserved domain and their intervening
(o] intron. The human p53 gene was localised to chromosomal position
cc 3gq27-29. At least 6 different isotypes exist. Splice variants
[ole} differing at the C-terminus have been designated as alpha, beta and
cc gamma forms, while p63 members differing in the N-terminus are
cc designated as deltaN and TA forms, where the deltaN form lacks the
cC transactivation domain. The present sequence represents human
cc p63 isotype hu-deltaNp63 gamma. p63 was detected in a variety
cC of human and mouse tissue. It demonstrates remarkably divergent
[ole} activities, such as the ability to transactivate p53 reporter genes
cc and induce apoptosis. Cessation or down-regulation of p63 expression
cc may play a critical role in the process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63
cc act as dominant negatives towards transactivation by p53 and p63.
cc p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cc cachexia) and neuronal differentiation and related degenerative
cc disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
cC AAXS58572-83) and anti-p63 antibodies of the invention can be used to

us-09-670-568b-1.rag

Page 9

identify compounds useful for treating disorders involving such

cC
cc processes, in detection and diagnosis, and in the production of
cc transgenic animals.
XX
SQ Sequence 680 AA;
Query Match 91.0%; Score 2169; DB 20; Length 680;
Best Local Similarity 83.2%; Pred. No. 9.3e-188;
Matches 412; Conservative 6; Mismatches 8; Indels 16; Gaps 1;

Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
Feren [RERARRN [NERRRAR] (ARARRND [RERARERN!

Db 40 msgstqtseflspeviqhiwdflegpicsvgpielnfvdepsengatnkieismdcirmq 99

Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
INANAR IEARERRRN IARERRNN] P [RERRRRR |

Db 100 dsdlsdpmwpqytnlgllnsmdqgigngssstspyntdhaqnsvtapspyagpsstfdal 159

Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
FRERErer e e rerertrenentel TERETETERTE ettt erenn

Db 160 spspaipsntdypgphsfdvsfqgsstaksatwtystelkklycqiaktcpigikvmtpp 219

Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
PRELEEErer et rerrdbrinerinin PYLRERERELr ettt

Db 220 pggavirampvykkaehvtevvkrcpnhelsrefneggiappshlirvegnshaqyvedp 279

Qy NNH ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
FEECRTREEIR e n et ettt et ety ee ittt

Db 280 itgrgsvlvpyeppgvgtefttvlynfmcnsscvggmnrrpiliivtletrdgqvlgrre 339

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
FELRERRORERER et tr eyttt erererererrrvererbereniil

Db 340 fearicacpgrdrkadedsirkgqgvsdsakngdgtkrpfrgnthgigmtsikkrrspdde 399

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQOKHLLSACFRNE 420
FLELCERTERER Ty erererent FERELELRREIIany

Db 400 llylpvrgretyemllkikeslelmgylpghtietyrqqqqgqhghligk---------- 449

Qy 421 LVEPRRETPKQSDVFFRHSKPP 442

B EER I

Db 450 ------ gtsmgsgssygnsspp 465

RESULT 13

AAY50998

ID . AAY50998 standard; Protein; 680 AA.

XX

AC AAYS50998;

XX

DT 14-MAR-2000 (first entry)

XX

DE Rat KET protein.

XX

KW KET; anticancer; .cell cycle; apoptosis; tumor suppressor; p53 family;

KW p53 family; angiogenic; cytotoxic; cancer; rat.

XX

(o) Rattus sp.

XX

PN
XX
PD
XX
PF
XX
PR
XX
PA
XX
PI
XX
DR
XX

W09961610-A2.

02-DEC-1999.
25-MAY-1999; 99W0O-DEQ1557.
25-MAY-1998; 98DE-1022985.

(FRAU ) FRAUNHOFER GES FOERDERUNG ANGEWANDTEN.

Paul D, Augustin M, Schmale H, Bamberger C;

WPI; 2000-062710/05.



Query Match
Best Local Similarity

Wed Aug 8 08:03:08 2001

New KET-encoding nucleic acid and related proteins, for diagnosis
treatment of tumors -

Disclosure; Fig 1; 28pp; German.

This invention describes a novel KET-encoding nucleic acid (I) and its
fragments, variants and mutants which has anticancer activity. (I)
encodes a protein, (II), involved in control of the cell cycle and
apoptosis, i.e. (II) is a tumor suppressor protein which belongs.to the
p53 family. (I), and the polypeptide (II) encoded by it, are used (a) to
detect (I) in biological samples, specifically angiogenic tumor tissue,

us-09-670-568b-1.rag

and

including (I) sequences that have a homozygotic deletion and (b) to

detect presence or absence of human chromosome 3927 or murine chromosome
16, or their fragments, by hybridization. Also, (I) is used as a tumor
suppressor, particularly in tumors where an alteration in the wild-type

p53 allele has not been identified. (I) and (1I) may also be used

development of specific cytotoxic agents and for predicting the risk of
developing cancer. This sequence represents the rat KET protein described

in the method of the invention.

Sequence 680 AA;

91.0%; Score 2169; DB 21; Length 680;
93.2%; Pred. No. 9.3e-188;

for

Matches 412; Conservative 5; Mismatches 9; Indels 16; Gaps

Qy 1 ZwomeOazmmrmvm<ﬁOmHSUmrmoanm<OvHOrzw<vmvmm00>eszmHmZUOszo 60
i [NRARERE] NN R R RN R A RN RN RSN (AR

Db 40 BwnmnanmmmHmnm<mn:H£amwmnvwnm<nvwa~:m<amvmmawmn=xwmwmaaownan 99

Qy 61 Uwcrmovzzv0<ezrmrr2m3000Hozmwmmemv&zec:>02m<abbwv<>ommmem0>b 120
FVELELUELLIEIEI Nty R RN AR RRARRRARE [ARRAN!

Db 100 Qw&wm&@;t@@%n:HmuHnaaann»nsammmﬁm@%:ﬁ&:m@:m<nmvmv<mnbmmnmamw 159

Qy 121 mvmv>Hvmzecxvmv:ww0<mw00mma>xm>a£&<memrsz<OOH>anvHOHx<Zemh 180
VORI et AERRERERRERNARANERY [ARRRER

Db 160 mvmvm»vmnnawvau:wma<mmnnmmnmxmmntnwmnmwxxp<onwmwnovwn»r<5ﬁuv 219

Qy 181 v00><Hw>Zv<<xx>m:<em<<xmowz=mrmzmmzmnoH>vmmmrHw<mnzm:>o<<mov 240
I [ARRERRER FERVEYRLELRLLEI RERARRRRRARNRRRRANY

Db 220 vamm<pHm5v<<xxmm=<ﬁm<<whov=:mwmﬁmm:mmawmvnmswwH<mm=mrmn<<mau 279

Qy 241 Hanxom<ﬁ<v~mva<QHMMHH<bMzw202mmn<onzzxm0HFHH<ermemUOo<bowwn 300
| [ELAREERRARARRREREANY! RN NN R RN RN RN E TR Y

Db 280 Mnannm<H<v<mbva<mnmmﬁn<wwaman:mmo<mms=nwmwwpMcﬁwmﬂnamacwohho 339

Qy 301 wm>zHO>ovaUwﬂ>UmcmHxNOO<mUmeZmunexmvmwozemmHOZemexwxvaUm 360

PERRDVLETEE e enener trnni [ASARARNRRRRRENRREREEY
Db 340 mmmﬁpnmovunanxmmmamwﬂxnn<mammxsmmmnxnvmﬂnawrawnsﬁmwxrﬁnmvmmm 399
Qy 361 rr«rv<xomme<mzrhxuwmmrmrzowrvoIHHme&moooooomo:rboxmhrmyomwzm 420
JULELRTEER R b ettt BRRRRNRRARAN
Db 400 HH<~w<Hmnmﬁwm5H~xmemHmwsawpon:nwmn<nnnnnnnsnzwan .......... 449
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
A ol

Db 450 ------ qtsmgsqssygnsspp 465

RESULT 14

AAY05957

D AAY05957 standard; Protein; 393 AA.

XX

AC AAY05957;

XX

DT 16-AUG-1999 (first entry)

XX

DE Human cell regulatory protein p63, isoform deltaNp63 beta.

XX

KW Cell regulatory protein; p63; hu-deltaNp63 beta; human:

KW cancer; tumour suppressor; cell cycle control; apoptosis;

KW cell proliferation; cell differentiation; therapy.

Query Match
Best Local Similarity

Page

Homo sapiens.
W09919357-A2.
22-APR-1999.

02-0CT-1998; 98WO-US21992.

29-MAY-1998;
15-0CT-1997;

98US-0087216.
97US-0062076.

(HARD ) HARVARD COLLEGE.
McKeon F, VYang A;

WPI; 1999-277595/23.
N-PSDB; AAX58576.

New isolated p63 cell regulatory protein for, e.g. treatment of
tumours

Claim 23; Fig 13; 161pp; English.

The present invention concerns the discovery of a new family of

cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
Suppressor proteins p53 and p73. It has been observed that the
intron-exon organisation is conserved between p73 and p53, and from
known exon and intron sizes for these 2 genes, it was possible to
identify new members of this gene family using a PCR-based strategy
of amplifying 2 exons in a conserved domain and their intervening
intron. The human p53 gene was localised to chromosomal position
3927-29. At least 6 different isotypes exist. Splice variants
differing at the C-terminus have been designated as alpha, beta and
gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and TA forms, where the deltaN form lacks the
transactivation domain. The present sequence represents human

p63 isotype hu-deltaNp63 beta. p63 was detected in a variety

of human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate p53 reporter genes
and induce apoptosis. Cessation or down-regulation of p63 expression
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by p53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.q.
cachexia) and neuronal differentiation and related degenerative
disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
AAX58572-83) and anti-p63 antibodies of the invention can be used to
identify compounds useful for treating disorders involving such
processes, in detection and diagnosis, and in the production of
transgenic animals.

Sequence 393 AA;

84.4%; Score 2011; DB 20; Length 393;
100.0%; Pred. No. 8.6e-174;

Matches 379; Conservative 0; Mismatches 0; 1Indels 0; Gaps

Qy 70 vowazrnermZUOOHoznmmmemv&zecmbozm<e>mwm&bovmmemcbrmvmv}Hvmz 129
FEELEPEEE DV E i b e et ARRRRRRN] i

Db 15 vnwnsHmwHsmamnnMpsmwmmﬁmvwznavmn:w<nmcmu<mnvmmﬁmamwmumvmwvms 74

Qy 130 %U&movmmmo<mmoomme>xm>e2exmemrxwr&nonNHOvHOHw<zewmwoo><Hw>z 189
[RERRRY PECEEERER U0 bbb et i bt I

Db 75 ﬁawﬁmv:mma<mmnammnmwwmﬁiﬁwmnmwwxwmnamenomwapx<aﬁvvvamm<wnma 134

Qy 190 v<<xz>mm<em<<xw0mmermmmmzmmoHbmﬂmmer<m02mm>0<<mOVHeowOm<b< 249
AR RRE RN AR E RN ENY tErren (AR ARARARERN RN

Db 135 v<<xxmm:<ﬁm<<xnovn:mwmnmm:mmnwmvvmvpwn<mo:m:ma<<wavpnmnnm<p< 194

Qy

250 @&mmwo<oemmqH<P<zm202wm0<onzzwmebHH<Hbmawcno<bmww0mm>xHO>nv 309

10

0;



.
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(NARERRNRE

Db 195 pyeppgvgtefttvlynfmcnsscvggmnrrpiliivtletrdggvlgrrcfearicacp 254

Qy 310 GRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIOMTSIKKRRSPDDELLYLPVRGR 369
(RN R E RN NN RN [RERNERARE [EERNRRRRR

Db 255 grdrkadedsirkqqvsdstkngdgtkrpfrgnthgigmtsikkrrspddellylpvrgr 314

Qy 370 ETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSACFRNELVEPRRETP 429
Preeeirererrrrererrerrererreeert THErerre [RERAREREN

Db 315 etyemllkikeslelmgylpghtietyrqqqqqghghllgkhllsacfrnelveprretp 374

Qy 430 KQSDVFFRHSKPPNRSVYP 448
ARARARARARRARERRRE

Db 375 kgsdvffrhskppnrsvyp 393

RESULT 15

AAY(05964

ID AAY05964 standard; Protein; 389 AA.

XX

AC AAY05964 ;

XX

DT 16-AUG-1999 (first entry)

XX

DE Mouse cell regqulatory protein p63, isoform deltaNp63 gamma, cDNA.

XX

KW Cell regulatory protein; p63; mu-deltaNp63 gamma; mouse;

KW cancer; tumour suppressor; cell cycle control; apoptosis;

KW cell proliferation; cell differentiation; therapy.

XX

oS Mus sp.

XX

PN W09919357-A2.

XX

PD 22-APR-1999.

XX

PF 02-0CT-1998; 98WO-US21992.

XX

PR 29-MAY-1998; 98US-0087216.

PR 15-0CT-1997; 97US-0062076.

XX

PA {(HARD ) HARVARD COLLEGE.

XX

PI McKeon F, Yang A;

XX

DR WPI; 1999-277595/23.

DR N-PSDB; AAX58583.

XX

PT New isolated p63 cell regulatory protein for, e.g. treatment of

PT tumours

XX

PS Claim 23; Fig 20; 161pp; English.

XX

cc The present invention concerns the discovery of a new family of

cc cell requlatory proteins (CRPs) termed the p63 family of proteins,

cc which demonstrate certain sequence identity to known tumour

cc suppressor proteins p53 and p73. Mouse p63 cDNA was isolated using

cC RACE. Sequencing of the amplification product indicated that the

(o] amplified cDNA possessed a truncated N-terminus, i.e. the

cc transactivation domain was absent. Additional splice variants were

cc identified by screening a cDNA library with a probe corresponding

cc to exons 5-9 of p63. At least 6 different isotypes exist. Splice

cc variants differing at the C-terminus are designated as alpha, beta

cc and gamma forms, while p63 members differing in the N-terminus are

cc designated as deltaN and TA forms, where the deltaN form lacks the

cC transactivation domain. The present sequence represents mouse pé63

cc isotype mu-deltaNp63 gamma. p63 was detected.in a variety of

ccC human and mouse tissue. It demonstrates remarkably divergent

cc activities, such as the ability to transactivate p53 reporter genes

cc and induce apoptosis. Cessation or down-regulation of p63 expression

cc may play a critical role in the process of cervical squamous

cC differentiation, both benign and neoplastic. DeltaN isotopes of p63

cc act as dominant negatives towards transactivation by p53 and p63.
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cC p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
[olo] cachexia) and neuronal differentiation and related degenerative
cc disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
ceC AAX58572-83) and anti-p63 antibodies of the invention can be used to
cc identify compounds useful for treating disorders involving such
cC processes, in detection and diagnosis, and in the production of
cC transgenic animals.
XX
5Q Sequence 389 AA;

Query Match 81.3%; Score 1938; DB 20; Length 389;

Best Local Similarity 97.1%; Pred. No. 3.5e-167;

Matches 368; Conservative 0; Mismatches 7: Indels 4; Gaps 1;

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

70 PQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPAIPSN 129
[ARRRAR [RERARERR IARERYRAN (ERANRR AR AR AR RRRRR R
15 pqgytnlgllnsmdqqiqgngssstspyntdhaqnsvtapspyaqpsstfdalspspaipsn 74

130 TDYPGPHSFDVSFQQOSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQGAVIRAM 189

TRETERTTELETEr et e it e iy b e e by ey e ety
75 tdypgphsfdvsfqgsstaksatwtystelkklycqiaktcpigikvmtpppqgaviram 134

190 PVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQSVLV 249

TECREETREr e e e et e e e e e et e et eyl
135 pvykkaehvtevvkrcpnhelsrefnegqiappshlirvegnshagyvedpitgrgsvlv 194

250 PYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARICACP 309

(AR (RN ER AR RN RARAREREN (IRRRRRNERRRARARAR AR
195 pyeppgvgtefttvlynfmensscvggmnrrpiliivtletrdgqvlgrrcfearicacp 254

310 GRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGR 369

FEETELEN [ARRRANE RN AR AR AR RN AR AR AR RN RN
255 grdrkadedsirkqqvsdsakngda----frgnthgigmtsikkrrspddellylpvrgr 310

370 ETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHOHLLQKHLLSACFRNELVEPRRETP 429
(RERRNEI PEESERIITEET ettt et e e e e e reryrere ot
311 etyemllkikeslelmgylpghtietyrqgqgaghghllqkhllsacfrnelveprgeap 370

430 KQSDVFFRHSKPPNRSVYP 448

PLERLLTEE PEE LT
371 tgsdvffrhsnppnhsvyp 389

Search completed: August 8, 2001, 01:35:36
Job time: 4872 sec
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Wed Aug 8 08:03:10 2001 us-09-670-568b-1.rai Page 1

28 716.5 30.1 393 1 US-08-390-516C-9 Sequence 9, Appli
GenCore version 4.5 29 716.5 30.1 393 1 US-08-390-515A-9 Sequence 9, Appli
Copyright (c) 1993 - 2000 Compugen Ltd. 30 716.5 30.1 393 2 US-08-697-221-3 Sequence 3, Appli
31 716.5 30.1 393 2 US-08-697-221-4 Sequence 4, Appli
32 716.5 30.1 393 2 USs-08-801-718-9 Sequence 9, Appli
OM protein - protein search, using sw model 33 716.5 30.1 393 2 US-08-675-631-1 Sequence 1, Appli
. 34 713.5 29.9 363 2 US-08-697-221-19 Sequence 19, Appl
Run on: August 8, 2001, 00:15:39 ; Search time 57.45 Seconds 35 713.5 29.9 393 2 US-08-697-221-11 Sequence 11, Appl
(without alignments) 36 712.5 29.9 363 2 US-08-697-221-20 Sequence 20, Appl
160.565 Million cell updates/sec 37 712.5 29.9 363 2 US-08-697-221-21 Sequence 21, Appl
38 712.5 29.9 393 2 US-08-697-221-12 Sequence 12, Appl
Title: US-09-670-568B-1 39 712.5 29.9 393 2 US-08-697-221-14 Sequence 14, Appl
Perfect score: 2383 . ¢ 40 712.5 29.9 383 2 US-08-697-221-25 Sequence 25, Appl
Sequence: 1 MSQSTQTNEFLSPEVFQHIW.......... PKQSDVFFRHSKPPNRSVYP 448 41 711.5 29.9 363 2 Us-08-697-221-22 Sequence 22, Appl
42 711.5 29.9 393 2 US-08-697-221-15 Sequence 15, Appl
Scoring table: BLOSUM62 43 711.5 29.9 393 2 US-08-697-221-27 Sequence 27, Appl
Gapop 10.0 , Gapext 0.5 44 711 29.8 390 1 US-08-347-792-15 Sequence 15, Appl
45 711 29.8 390 1 US-08-431-357-15 Sequence 15, Appl
Searched: 197339 seqs, 20590346 residues
Total number of hits satisfying chosen parameters: 197339 ALIGNMENTS
Minimum DB seq length: 0
Maximum DB seq length: 2000000000 RESULT 1
Us-08-047-041A-27
Post-processing: Minimum Match 0% ; Sequence 27, Application US/08047041A
Maximum Match 100% . . ; Patent No. 5527676
Listing first 45 summaries . ; GENERAL INFORMATION:
; APPLICANT: Vogelstein, Bert
Database : Issued_Patents_AA:* ; APPLICANT: Baker, Suzanne J.
1: /cgnl_7/ptodata/l/iaa/S5A_COMB.pep:* ; APPLICANT: Fearon, Eric R.
2: /cgnl_7/ptodata/l/iaa/SB_COMB.pep:* ; APPLICANT: Nigro, Janice M.
3: /cgnl_7/ptodata/l/iaa/6A_COMB.pep: * ; TITLE OF INVENTION: Detection of Loss of the Wild-Type p53
4: /cgnl_7/ptodata/l/iaa/6B_COMB.pep:* ; TITLE OF INVENTION: Gene ’
/cgnl_7/ptodata/l/iaa/PCTUS_COMB.pep:* ; NUMBER OF SEQUENCES: 28
6. /cgnl_7/ptodata/l/iaa/backfilesl.pep:* ; CORRESPONDENCE ADDRESS:
; ADDRESSEE: Banner & Allegretti, Ltd.
Pred. No. is the number of results predicted by chance to have a ; STREET: 1001 G Street, N.W.
score greater than or equal to the score of the result being printed, ; CITY: Washington
and is derived by analysis of the total score distribution. ; STATE: D.C.
H COUNTRY: USA
SUMMARIES i ZIP: 20001.4597
3 ; COMPUTER READABLE FORM:
Result Query ; MEDIUM TYPE: Floppy disk
No. Score Match Length PB ID Description ; COMPUTER: IBM PC compatible
............................................... ; OPERATING SYSTEM: PC-DOS/MS-DOS
1 722.5 30.3 393 1 US-08-047-041A-27 Sequence 27, Appl ; SOFTWARE: PatentIn Release #1.0, Version #1.25
2 722.5 30.3 393 1 US-08-390-516C-8 Sequence 8, Appli ; CURRENT APPLICATION DATA:
3 722.5 30.3 393 1 US-08-390-515a-8 Sequence 8, Appli ; APPLICATION NUMBER: US/08/047,041A
4 722.5 30.3 393 2 US-08-801-718-8 Sequence 8, Appli H FILING DATE: 22-MAR-1993
5 717.5 30.1 363 2 US-08-697-221-17 Sequence 17, Appl H CLASSIFICATION: 435
6 717.5 30.1 393 1 US-08-047-041A-25 Sequence 25, Appl H PRIOR APPLICATION DATA:
7 717.5 30.1 393 1 US-08-047-041A-26 Sequence 26, Appl H APPLICATION NUMBER: US 07/928,661
8 717.5 30.1 393 1 US-08-347-792-2 Sequence 2, Appli ; FILING DATE: 17-AUG-1992
9 717.5 30.1 393 1 US-08-390-516C-6 Sequence 6, Appli H PRIOR APPLICATION DATA:
10 717.5 30.1 393 1 US-08-390-516C-7 Sequence 7, Appli H APPLICATION NUMBER: US 07/446,584
11 717.5 30.1 393 1 US-08-431-357-2 Sequence 2, Appli H FILING DATE: 06-DEC-1989
12 717.5 30.1 393 1 US-08-390-515A-6 Sequence 6, Appli ; PRIOR APPLICATION DATA:
13 717.5 30.1 383 1 US-08-390-515A-7 Sequence 7, Appli ; APPLICATION NUMBER: US 07/330,566
14 717.5 30.1 393 2 US-08-795-006A-32 Sequence 32, Appl ; FILING DATE: 29-MAR-1989
15 717.5 30.1 393 2 US-08-697-221-2 Sequence 2, Appli H ATTORNEY/AGENT INFORMATION:
16 717.5 30.1 393 2 US-08-801-718-6 Sequence 6, Appli ; NAME: Kagan, Sarah A.
17 717.5 30.1 393 2 US-08-801-718-7 Sequence 7, Appli ; REGISTRATION NUMBER: 32,141
18 717.5 30.1 393 2 US-08-247-904B-12 Sequence 12, Appl H REFERENCE/DOCKET NUMBER: 01107.42917
19 717.5 30.1 393 3 US-08-767-942A-23 Sequence 23, Appl ; TELECOMMUNICATION INFORMATION:
20 717.5 30.1 393 4 US-08-392-542-2 Sequence 2, Appli ; TELEPHONE: 202-508-9100
21 717.5 30.1 393 4 US-09-184-073-32 Sequence 32, Appl ; TELEFAX: 202-508-9299
22 717.5 30.1 393 4 US-08-328-673A-9 Sequence 9, Appli ;  INFORMATION FOR SEQ ID NO: 27:
23 717.5 30.1 383 4 US-08-894-327-2 Sequence 2, Appli ; SEQUENCE CHARACTERISTICS:
24 717.5 30.1 393 5 PCT-US95-15353-2 Sequence 2, Appli H LENGTH: 393 amino acids
25 717.5 30.1 439 2 US-08-959-638-9 Sequence 9, Appli ; TYPE: amino acid
26 716.5 30.1 363 2 US-08-697-221-18 Sequence 18, Appl ; TOPOLOGY: linear
27  716.5 30.1 393 1 US-08-047-041A-28 Sequence 28, Appl ) ; MOLECULE TYPE: protein
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; HYPOTHETICAL: YES ; FILING DATE: 07-APR-1993

H ANTI-SENSE: NO i CLASSIFICATION: 530

; ORIGINAL SOURCE: ; ATTORNEY /AGENT INFORMATION:

H ORGANISM: Homo sapiens ; NAME: KAGAN, SARAH A.

; PUBLICATION INFORMATION: ; REGISTRATION NUMBER: 32,141
AUTHORS: Harris, et al., ; REFERENCE/DOCKET NUMBER : OHHO< 42798
JOURNAL: Mol. Cell. Biol. ; TELECOMMUNICATION INFORMATION
VOLUME: 6 ; TELEPHONE: 202-508- 9100

; ISSUE: 12 B TELEFAX: 202-508-9299

; PAGES: 4650-4656 ; TELEX: 197430 BBMB UT
DATE: 1986 ; INFORMATION FOR SEQ ID NO: 8:

Gm 08-047-041a-27 ; SEQUENCE CHARACTERISTICS:

; LENGTH: 393 amino acids
; TYPE: amino acid

Query Match 30.3%; Score 722.5; DB 1; Length 393; H TOPOLOGY: linear
Best Local Similarity 40.5%; Pred. No. 1.2e-60; ; MOLECULE TYPE: protein
Matches 155; Conservative 57; Mismatches 116; Indels 55; Gaps 7; ; HYPOTHETICAL: YES
; ANTI-SENSE: NO
Qy 11 Pmvm<ﬁomHZUMFMO@HOm<OvHUﬁZM<Umemcn>ﬂZmeHMZUOHmEOUwDbMUvZSv 70 ; ORIGINAL SOURCE:
[N [ It | | tro ) ; ORGANISM: Homo sapiens
Db 14 LSQETFSDLWKLLPE=--=------- Zz<hmvrvmo>zcbb2rvaUHMOSMHMIva.-- 58 ; PUBLICATION INFORMATION:

H AUTHORS: Harris, et al.,

Qy 71 o«ezrmrrzmzuooHoznmmmemvmzqcmwozm<e>vmv«»oummemc>rmmmm> ..... 125 ; JOURNAL: Mol. Cell. Biol.
’ | i I 3 1:11 ; VOLUME: 6
Db 59 sl ovum»mmzmm>>wm<wm>v>auau>>u>v»nmzvr 93 ; ISSUE: 12
; PAGES: 4650-4656
Qy 126 -‘-Hmmzec~nmu:mmc<mwoommeyxm»eze<memrxxr<ooH>zaanon<zamuwo 182 DATE: 1986

I I 1 | Dol i fee PN e g . cm 08-390-516C-8

Db 94 mmm<vm0xe<00mwmmmr@@r:mnﬂ>wm<ﬁneKmvbrzxZﬂOOPPxHOu<OU£<UMHvmv 153
Qy 183 Ob<Hw>Zv<<zxwm:<em<<ww002mmrmwmwzmmovavmmme<MOme>Ow<m0mHa 242 Query Match 30.3%; Score 722.5; DB 1; Length 393;
| LU s ldaechegt) ey [ Pil 1brtniny N | Best Local Similarity 40.5%; Pred. No. 1.2e-60;
Db 154 QHW<E>Z>H4z0m0236m<<wwnvmmm|nNOWUmUQbbﬂmO:wa<m02bw<m<bUUWZe 211 Matches 155; Conservative 57; Mismatches 116; Indels 55; Gaps 7;
Qy 243 Oz0m<ﬁ<v<mvnO<QHmeH<F<ZMZOmeO<OﬂzzwmvHFHH<ebmewomo<bowwﬂmm 302 Qy 11 bmvm<MO:HEUﬁbMOvHOm<OvHUbZﬂ<OMVWMUQ>%ZNHMHmZDOHNZOUMUFMUMZZM 70
Db 212 M%m%ﬁ<«%hwhvmhmwmn%%Hmhb<b%b%%%Zﬂﬂbb%b%%NH%HHFMUmmMZFPQ%Zm__ 271 Db 14 PWOM%%mob%NFMvm |||||||||| bZ&bw%meO%ZWUWZWWUWDw@OE%%W-%%-|| 58
Qy 303 WZHO>OvOmwa>UMUmHNxOO<mUwGNZOUQGK”“@%OZHIOHOZHmwawmmv DDEL 361 Qy 71 O&HZFOFFZwZUOOHOZOmmmemv<Ze0:>02m<&>vmv<wovmm%w0>bmvmv> ..... 125
Db 272 <%<Mﬁm%%%U%”Hm%mzr%hxcmvmmmrvvnm%hﬁyhv2b%|unummwvﬂvwxwwrwmw& 327 Db 59 sl Om%m%wm:vm%>v%<%@>v>%mﬁv>%v>%%vmzwr 93
Qy 362 F&Fv<”nwme<erFxHxNMPNb 384 Qy 126 |4-H@wZHU&vmvmmﬁU<mWoomme>xm>%2ﬁ&membﬂwb<OOH>xeﬁvHOHR<ZH@TWO 182

L Il ¥ N ! N T ) T |20l
Db 328 wqronoxmzmmzwzmrzmvrmr 350 Db 94 mmm<vmozenonmwowzromrzmnq>xm<eoe<mw>rzzzmnor>xeov<orz<umeuvn 153

Qy 183 O><HZ}Z@<<2x>m=<em<<xz0vz:mrmmMMZmQOH>vummFHm<mmzm:>0<<m0vHe 242

RESULT 2 | AR 1) N FEL LLEi AR
US-08-390-516C-8 Db 154 nem<»>z>H<xomom=em<<anmm=m'.momomcmr>vvo=rHm<mnzrz<m~rouzze 211
i Sequence 8, Application Us/08390516C :

; Patent No. 5708136 Qy 243 omom<r<v<muvo<nemwee<r<zmzozmmo<9032xzmHrHH<ermemcno<rnmwnwm 302
i GENERAL INFORMATION: s Ple Tttt reqtg) 1 11 I

; APPLICANT: BURRELL, MARILEE Db 212 mz:m<<<n<mwvm<omooeeH:mz<zozmmnzonzzzmvuremHermcmmozrrnmzmwm 271
; APPLICAN HILL, DAVID E.

; APPLICANT: KINZLER, KENNETH W. Qy 303 >wHo>onowczxwomomHxxoo<momexzncaexmvmwozemoHozemmzxmxmu DDEL 361
B APPLICANT: VOGELSTEIN, BERT ) PRIV EEr: bl 11 1l | : [

' TITLE OF INVENTION: AMPLIFICATION OF HUMAN MDM2 GENE IN Db 272 <m<owovomcmxemmmzrmxxomwmmmrmvmmexm>rnzze---.mmmuovxxxwronmm 327
; TITLE OF INVENTION: HUMAN TUMORS

; NUMBER OF SEQUENCES: ¢ Qy 362 r«rv<znzme<m3rrxmemrmr 384

; CORRESPONDENCE ADDRESS : sl il i) s 2y

H ADDRESSEE: BANNER, BIRCH, MCKIE AND BECKETT Db 328 meronnxmmwmzmmmrzm>rmr 350

H STREET: 1001 G STREET, N.W.
; CITY: WASHINGTON

; STATE: D.C. . RESULT 3

; COUNTRY: USA ) US-08-390-515a-8

; 2IP: 20001 ; Sequence 8, Application cm\omuwowum>
; COMPUTER READABLE FORM: ; Patent No. 5756455

H MEDIUM TYPE: Floppy disk ;  GENERAL INFORMATION:

; COMPUTER: IBM PC compatible : ; APPLICANT: BURRELL, MARILEE

H OPERATING SYSTEM: PC-DOS/MS -DOS ; APPLICANT: HILL, DAVID E.

H SOFTWARE: PatentIn Release #1.0, Version #1.25 ; APPLICANT: KINZLER, KENNETH W.

H CURRENT APPLICATION DATA: ; APPLICANT : <OmmrmHMHz\ BERT

H APPLICATION NUMBER: US/08/390,516C H TITLE OF INVENTION: AMPLIFICATION OF HUMAN MDM2 GENE IN
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TITLE OF INVENTION: HUMAN TUMORS
NUMBER OF SEQUENCES: 9 Qy 362 LYLPVRGRETYEMLLKIKESLEL 384
CORRESPONDENCE ADDRESS: ot IR RN
ADDRESSEE: BANNER, BIRCH, MCKIE AND BECKETT Db 328 mebonowmwﬁmzwmmr2m>bmb 350
STREET: 1001 G STREET, N.W.
CITY: WASHINGTON
STATE: D.C. RESULT 4
COUNTRY: USA US-08-801-718-8
2IP: 20001 ; Sequence 8, Application US/08801718
COMPUTER READABLE FORM: ; Patent No. 5858976
MEDIUM TYPE: Floppy disk ;  GENERAL INFORMATION:
COMPUTER: 1IBM PC compatible H APPLICANT: BURRELL, MARILEE
OPERATING SYSTEM: PC-DOS/MS-DOS ; APPLICANT: HILL, DAVID E.
SOFTWARE: PatentIn Release #1.0, Version #1.25 ; APPLICANT: KINZLER, KENNETH W.
CURRENT APPLICATION DATA: ; APPLICANT: VOGELSTEIN, BERT
APPLICATION NUMBER: US/08/390,515A ; TITLE OF INVENTION: AMPLIFICATION OF HUMAN MDM2 GENE IN
FILING DATE: O07-APR-1993 ; TITLE OF INVENTION: HUMAN TUMORS
CLASSIFICATION: 514 H NUMBER OF SEQUENCES: 9
ATTORNEY/AGENT INFORMATION: H CORRESPONDENCE ADDRESS:
NAME: KAGAN, SARAH A. ; ADDRESSEE: BANNER, BIRCH, MCKIE AND BECKETT
REGISTRATION NUMBER: 32,141 ; STREET: 1001 G STREET, N.W.
REFERENCE/DOCKET NUMBER: 01107.42798 ; CITY: WASHINGTON
TELECOMMUNICATION INFORMATION: H STATE: D.C.
TELEPHONE: 202-508-9100 ; COUNTRY: USA
TELEFAX: 202-508-9299 ; ZIP: 20001
TELEX: 197430 BBMB UT H COMPUTER READABLE FORM:
INFORMATION FOR SEQ ID NO: 8: ; MEDIUM TYPE: Floppy disk
SEQUENCE CHARACTERISTICS: H COMPUTER: IBM PC compatible
LENGTH: 393 amino acids ; OPERATING SYSTEM: PC-DOS/MS-DOS
TYPE: amino acid ; SOFTWARE: PatentIn Release #1.0, Version #1.25
TOPOLOGY: linear H CURRENT APPLICATION DATA:
MOLECULE TYPE: protein H APPLICATION NUMBER: US/08/801,718
HYPOTHETICAL: YES ; FILING DATE: 14-FEB-1997
ANTI-SENSE: NO ; CLASSIFICATION: 514
ORIGINAL SOURCE: ; PRIOR APPLICATION DATA:
ORGANISM: Homo sapiens ; APPLICATION NUMBER: 08/390,515
PUBLICATION INFORMATION: ; FILING DATE: 07-APR-1993
AUTHORS: Harris, et al., H ATTORNEY/AGENT INFORMATION:
JOURNAL: Mol. Cell. Biol. ; NAME: KAGAN, SARAH A.
VOLUME: 6 ; REGISTRATION NUMBER: 32,141
ISSUE: 12 ; REFERENCE/DOCKET NUMBER: 01107.42798
PAGES: 4650-4656 ; TELECOMMUNICATION INFORMATION:
DATE: 1986 ; TELEPHONE: 202-508-9100
08-390-515A-8 ; TELEFAX: 202-508-9299
H TELEX: 197430 BBMB UT
; INFORMATION FOR SEQ ID NO: 8:
Query Match 30.3%; Score 722.5; DB 1; Length 393; ; SEQUENCE CHARACTERISTICS:
Best Local Similarity 40.5%; Pred. No. 1l.2e-60; ; LENGTH: 393 amino acids
Matches 155; Conservative 57; Mismatches 116; Indels 55; Gaps 7; ; TYPE: amino acid
; TOPOLOGY: linear
11 rwvm<mo=Hzomrmoanw<ovH0rzm<Umnmmom>eszmHmzunszocmurmUMZSm 70 H MOLECULE TYPE: protein ;
[ I I | [ | b x|} ; HYPOTHETICAL: YES
14 rmomemmcbtxrrvm ......... zz<rmvrvwo>zucr2rmmcch02memn-Oﬂ--» 58 ; ANTI-SENSE: NO
H ORIGINAL SOURCE:
71 QYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPA----- 125 H ORGANISM: Homo sapiens
[ [ | NN ; PUBLICATION INFORMATION:
L e mmcm>mm3mm»>vm<>v>mmamemy»m»m»mmzwr 93 ; AUTHORS: Harris, et al.,
; JOURNAL: Mol. Cell. Biol.
126 .--Hvmzac<uov:mmc<mmoomme»xm»eze<mamrxxr<ooH>xeomHon<zevvvo 182 ; VOLUME: 6
Bl I A N R A N e ; ISSUE: 12
94 mmm<mmoxe<omwxmmxrmmrmmoa>xm<ena~mv>rzx:mnor>zeow<0bz<omevvw 153 n PAGES: 4650-4656
. DATE: 1986
183 O><Hz>Zv<<xxwmm<em<<=znvzmmrmxmmzmnoH>vvm:bum<mnzwmw0&<mche 242 cm 08-801-718-8
| it | HEEE
154 max<w>z>anomomZem<<wmnvmzm--mnmUmUQb>mvo:rmw<mmzrx<m<bcbzze 211
Query Match 30.3%; Score 722.5; DB 2; Length 393;
243 owom<b<vmmvvo<memmee<r<zw102mmO<QszmwvHrHH<ebmewcoo<bmwmomm 302 Best Local Similarity 40.5%; Pred. No. 1.2e-60;
Pollsbibiblendt: TELELELAL L0l [ Matches 155; Conservative 57; Mismatches 116; Indels 55; Gaps 7:
212 ﬁx=m<<<v<mvvm<nmuneeHm<z<zozmmnzonzzmwvHraHHermcmeZFFQNZmﬂm 271
Qy 11 rmmm<momH£UMbmovHow<OwHObzm<UmvmmUm>azxHmHmZUOHmZOUmUrmUUZZv 70
303 >zHo>nvmmsz>cmcmHwxoo<mcmexzouoexzvmwozemmHozemHxxwzmv DDEL 361 [ H | (I | | HE | | N
Pedbiiiny: slezalt: 11 [ o [ Db 14 rmomewwcrzxrrmm .......... zz<rmvrvmo>zccrzrmucoHmozwem.-ov.-- 58
272 <w<n>nvmmowmqmmmzrwxxomvm:mrvvowqxw>rmzze----mmmvomw:xmroam< 327
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Qy 71 QYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPA - - - - - 125
(| [ : AN Qy 11 rmum<mo:Hscmrmo ..... PICS------- <ochrz--m<cmwmmom>aszmHmzco 56
Db 59 -l GPDEAPRMPEAAPPVAPAPATPTPAAPAPAPSWPL 93 [ | I |1 IR
Db 14 rmomemmcrtxbrmmzz<rmwrnmo»ZUcrzrmuuuHmozmamcqmmum» .......... 63
Qy 126 ---Hmmzecmmovmmmu<mw00mme>xm>eze<memrxxrnnoH>xaanoHx<=evvmo 182
I Il Lot e i b tes b st 12 (1 Qy 57 Hmzoumormunzsw0<ezrorrzmzoooHozommmamm«zeu:>ozm<a>mmw<>ommma 116
Db 94 mmm<mmOzexoomamwzramrzmme>mm<eoqwmmwrzxzmoor»xeom<orz<cmemww 153 [ | el 10
Db 64 ---------- PRMPE------~----~-cuoo---- >>vu .......... VAPAP-AAPTPA 83
Qy 183 n><Hzyzv<<xz>mm<em<<xmomz:mrwwmmzmnpowvm:rHm<mmme>o<<mche 242 .
Vool e fbees) e ) [ L b [ Qy 117 mu»bmm----mv>Hmmzec<mmmxmmo<mmoomme>xm>ezemmemrxxr<noH>xenvH 172
Db 154 oem<w»z>mmzomomzam<<wznv:mm..momcmumﬁ>mmo:rHm<mmzrm<mnrucw2q 211 [ [N Pl b b Lt e st st
Db 84 »m>m>mmzcrmmm<vmozemonmmomxromr:mme>mm<eoe<mw»rzmeoor>zeon< 143
Qy 243 mwom<r<v<mvvo<oemmee<r<zmzozmmn<mozzmmvHrHH<eﬁmemuoo<rmmzomm 302
11 PRV b s 1) ARARRE RN R RN Qy 173 o~x<:avmmoo><Hx>3n<<xx>m=<em<<xmnmzmmrmmmmzmooH>vmmmrHm<mnzm 232
Db 212 wz=m<<<m<muum<mmuneeH=<z<ZQmenzoozzzvareHHermcmmnzrromzmmm 271 I R HERNR [N 1 thi
Db 144 orz<uwemmnmex<w»z>H<zomo=zem<<mmovx:m--momcmcmr>vvoxr RVEGNL 201
Qy 303 >mHo>ovozcwxwomomwaoo<momexzoooechmmoze:mHOZemexxwmv DDEL 361
Eallrting: e 1 Il B [ Qy 233 maox<muw~eoxow<r<u<mwvo<memmee<r<zm:ozmmo<mm:zwmvHrHH<armexo 292
Db 272 <m<o>ouowonwemmmzrxxxmmvmmmrvmomezw>rwzze----mmmmomxxxmrcmmw 327 N | RS SELREVE=TRE b i
Db 202 z<m<ruowzemw=m<<<v<mvvm<nmcoqeHm<z<znzmmoznnzzxzmHreHHermomm 261
Qy 362 LYLPVRGRETYEMLLKIKESLEL 384
IR R R N R oy 293 mo<bmmmomm»mHnyowomcwxycmcmHxxoo<mcmexzmcnexmnwwozemnHozeme 352
Db 328 FTLQIRGRERFEMFRELNEALEL 350 Pl e ey o il I :
Db 262 mzrromemm<m<owovnzcmmemmmzrwxxommm:mrvmomezw>rwzze----mmmvo 317
RESULT 5 Qy 353 xwmmm Uomrrwrm<xmmme<mzrrxmemrmr 384
US-08-697-221-17 [ | LR RN
; Sequence 17, Application US/08697221 Db 318 wwxxwronm<meronozmmmmzwmmrzm>rmr 350
; Patent No. 5847083
; GENERAL INFORMATION:
H APPLICANT: Halazonetis, Thanos D. RESULT 6
; TITLE OF INVENTION: Modified p53 Constructs and Uses US-08-047-041A-25

; TITLE OF INVENTION: Therefor

H NUMBER OF SEQUENCES: 33

; CORRESPONDENCE ADDRESS:

; ADDRESSEE: Howson and Howson

STREET: Spring House Corporate Cntr.,

CITY: Spring House

STATE: Pennsylvania

; COUNTRY: USA
ZIP: 19477

COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC- DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30

CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/697,221

; FILING DATE:

H CLASSIFICATION: 530

; PRIOR APPLICATION DATA:

; APPLICATION NUMBER: US 60,004,802

; FILING DATE: 22-SEP-1995

H ATTORNEY /AGENT INFORMATION:

H NAME: Kodroff, Cathy A.

; REGISTRATION NUMBER: 33,980

; REFERENCE/DOCKET NUMBER: WST64AUSA

; TELECOMMUNICATION INFORMATION:

H TELEPHONE: 215-540-9206

H TELEFAX: 215-540-5818

;i INFORMATION FOR SEQ ID NO: 17:

; SEQUENCE CHARACTERISTICS:

H LENGTH: 363 amino acids

H TYPE: amino acid

; STRANDEDNESS :

; TOPOLOGY: linear

PO Box 457

; MOLECULE TYPE: protein
Us-08-697-221-17
Query Match 30.1%; Score 717.5; DB 2; Length 363;

Best Local Similarity 39.7%;
Matches 156;

Pred. No. 3.le-60;
Conservative 60; Mismatches 102; 1Indels 75; Gaps

11;

B

Sequence 25, Application US/08047041A
Patent No. 5527676

GENERAL INFORMATION:
APPLICANT: Vogelstein, Bert
APPLICANT: Baker, Suzanne J.
APPLICANT: Fearon, Eric R.
APPLICANT: Nigro, Janice M.
TITLE OF INVENTION: Detection of Loss of the Wild- Type p53
TITLE OF INVENTION: Gene
NUMBER OF SEQUENCES: 28
CORRESPONDENCE ADDRESS:
ADDRESSEE: Banner & Allegretti, Ltd.
STREET: 1001 G Street, N.W.
CITY: Washington
STATE: D.C.
COUNTRY: USA
ZIP: 20001.4597
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/047,041A
FILING DATE: 22-MAR-1993
CLASSIFICATION: 435
PRIOR APPLICATION DATA:
APPLICATION NUMBER: US 07/928,661
FILING DATE: 17-A0G-1992
PRIOR APPLICATION DATA:
APPLICATION NUMBER: US 07/446,584
FILING DATE: 06-DEC-1989
PRIOR APPLICATION DATA:
APPLICATION NUMBER: US 07/330,566
FILING DATE: 29-MAR-1989
ATTORNEY/AGENT INFORMATION:
NAME: Kagan, Sarah A.
REGISTRATION NUMBER: 32,141
REFERENCE/DOCKET NUMBER: 01107.42917
TELECOMMUNICATION INFORMATION:
TELEPHONE: 202-508-9100
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TELEFAX:

8 08:03:10 2001

202-508-9299

INFORMATION FOR SEQ ID NO: 25:
SEQUENCE CHARACTERISTICS:

LENGTH:

TYPE:

TOPOLOGY :
MOLECULE TYPE:

393 amino acids
amino acid
linear
protein

HYPOTHETICAL: YES

ANTI

-SENSE: NO

ORIGINAL SOURCE:

us-09-670-568b-1.rai

ORGANISM: Homo sapiens
PUBLICATION INFORMATION:
; AUTHORS: Buchman, et al.,
; JOURNAL: Gene
; VOLUME: 70
H PAGES: 245-252
; DATE: 1988
US-08-047-041A-25
Query Match 30.1%; Score 717.5; DB 1; Length 393;
Best Local Similarity 39.7%; Pred. No. 3.5e-60;
Matches 156; Conservative 60; Mismatches 102; Indels 75; Gaps
Qy 11 rmvm<m0:H£UHrmo ..... PICS------- <OvHUrz|-W<Umvmmom>eszmHmZUO 56
e e [ I I 1ol
Db 14 rmomammorSzrrmmzz<rmvrvmo>ZUUrZrmvUUHMOZﬂemUvaUm> .......... 63
Qy 57 IRMQDSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSST 116
|1 N I
Db 64 ---------- PRMPE-=-==---==-----omnmn AAPP--=-------- VAPAP-AAPTPA 83
Qy 117 mc>rmv----mv>HvmzeUMvovmmmb<mmoomme>xm>e£e~memrxxr<OOH>xeovH 172
1 R [ I R E AN
Db 84 >v>v>vm2vrmmw<vw0za<omm<mmwroWﬁmmoeyxm<anaﬁmv>b2w2m00r>meov< 143
Qy 173 OH%<ZHvvv00><Hw>=v<<Nx>mm<4m<<anvZZMPMNMHZMQOHPvﬁmIFHz<mmzw 232
1: | A the : 1 Lt
Db 144 Or2<Umevvvoew<z>Z>H&xomomZam<<wwnw==m-amnmcmonr>va:er<mOZb 201
Qy 233 =>0w<mcvHemm0m<r<v<mmv0<oemnee<b<zw302mmo<mnzzmwvHbHH<ermam0 292
HEEI ] RIEEERA 1111
Db 202 x<m<rcowzewwmm<<<v&mmvm<0mcﬂeeHm<z<zozmmozonzzxvabeHHermomm 261
Qy 293 00<r0wmnﬂm>anwnvomcwz>DmUMHzwoo<m0mexzouoexwvwmozamﬂHOZemHN 352
LR I L R R A R R A 111 I :
Db 262 Ozrrmzzmmm<m<n>nvnxcwmemmmzrmzxomw:mmrvvnmexw>rvzze----mmmvo 317
Qy 353 KRRSP-DDELLYLPVRGRETYEMLLKIKESLEL 384
N bl SR AN
Db 318 PKKKPLDGEYFTLQIRGRERFEMFRELNEALEL 350
RESULT

US-08-047-041A-26

Sequence 26, Application US/08047041A
Patent No. 5527676

GENERAL INFORMATION:

i
;
;

;

APPLICANT: Vogelstein, Bert
APPLICANT: Baker, Suzanne J.
APPLICANT: Fearon, Eric R.
APPLICANT: Nigro, Janice M.

TITLE OF INVENTION:
TITLE OF INVENTION:

Detection of Loss of the Wild-Type p53
Gene

NUMBER OF SEQUENCES: 28
CORRESPONDENCE ADDRESS:

ADDRESSEE:
STREET :
CITY:

Banner & Allegretti, Ltd.
1001 G Street, N.W.
Washington

STATE: D.C.
COUNTRY: USA

ZIP:

20001.4597

COMPUTER READABLE FORM:

11;

MEDIUM TYPE:
COMPUTER:
OPERATING SYSTEM:
SOFTWARE:

Floppy disk

IBM PC compatible

PC-DOS/MS-DOS

PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us/08/047,041A
22-MAR-1993

CLASSIFICATION: 435
PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 07/928,661
17-A0G-1992

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

US 07/446,584
06-DEC-1989

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

uUs 07/330,566
29-MAR-1989

ATTORNEY /AGENT INFORMATION:

NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

Kagan, Sarah A.
32,141

01107 .42917

TELECOMMUNICATION INFORMATION:

TELEPHONE:
TELEFAX:

202-508-9100
202-508-9299

INFORMATION FOR SEQ ID NO: 26:
SEQUENCE CHARACTERISTICS:

LENGTH:

TYPE:

TOPOLOGY :
MOLECULE TYPE:

393 amino acids
amino acid
linear
protein

.HYPOTHETICAL: YES

ANTI

-SENSE: NO

ORIGINAL SOURCE:

ORGANISM:

Homo sapiens

PUBLICATION INFORMATION:

AUTHORS :
JOURNAL: Mol.

Harris, et al.,
Cell. Biol.

VOLUME: 6
ISSUE: 12

PAGES:
DATE:

4650-4656
1986

Cm 08-047-041A-26

Query Match
Best Local Similarity

Matches

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

Score 717.5; DB 1;
Pred. No. 3.5e-60;
60; Mismatches 116;

30.1%;
41.2%;
156; Conservative

Length 393;

Indels 47;

Page

Gaps

11 rmvm<ﬂOmHZUWFMO@HOm<OvHDrzm<UmvmmUO>ezzHMHMKOOHwZOUmormUVZZG 70

14
71
59
127
98
187
158
247
216
307
276
366

I s UL (A 2o
LSQETFSDLWKLLPE-------- -~ NNVLSPLPSQAMDDLMLSPDDIEQWFTE- -DP- - -

o<ezrmbrszUOOHozmmmmemvxzeD=>Ozm<ﬂ>vmvmbOvmmemc>rmv---nmv>H
| | el 1 e [ |
........... ..-.|---O@Umvnwzvm>>vw|-<>w>v >evev>>v>v>vmzwbmmw<

mmzacmmOmmmw0<mmoowme>xm>eze<memrxNF<OOH>xeowHOHX<ZevaOQ><H

! || | L L S O N N N N o A N O B
PSQKTYQGSYGFRLGFLHSGTAKSVTCTYSPALNKMFCOLAKTCPVOLWVDSTPPPGTRV

RAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQS

[ AR [ I Lt sl L
RAMATYRQSQHMTEVVRRCPHHE - - RCSDSDGLAPPOHL I RVEGNLRVEY LDDRNTFRHS

VLVPYEPPQVGTEFTTVLY NFMCNSSCVGGMNRRPILIIVILETRDGOVLGRRCFEARIC
[l les (st EVEE= e 11 Il
VVVPYEPPEVGSDCTTIHYNYMCNSSCMGGMNRRPILTIITLEDSSGNLLGRNSFEVRVC

>0vmmcxxvcmcmHwxoo<mcmezznomezmvmxozazoHoxemexzwmv-Uumrb<rw

PLIIDI) s sdeeet s K Il SIS |
ACPGRDRRTEEENLRKKGEPHHELPPGSTKRALPNNT - - - - SSSPQPKKKPLDGEYFTLQ

VRGRETYEMLLKIKESLEL 384

58

126
97

186
157
246
215
306
275
365
331
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AR N A NN Qy 353 xzwmm.comrb<rw<womme<m3rrxHxMMbmr 384

Db 332 IRGRERFEMFRELNEALEL 350 [ N L Y
Db 318 vzxxwruommmebonommxmmzmmerm>rmr 350

RESULT 8
US-08-347-792-2 RESULT ]
i Sequence 2, Application US/08347792 US-08-390-516C-6
; Patent No. 5573925 ; Sequence 6, Application US/08390516C
; GENERAL INFORMATION: ; Patent No. 5708136

APPLICANT: Halazonetis, Thanos D.

; TITLE OF INVENTION: p53 Proteins With Altered

; TITLE OF INVENTION: Tetramerization Domains

H NUMBER OF SEQUENCES: 37

; CORRESPONDENCE ADDRESS:

H ADDRESSEE: Howson and Howson

; STREET: Spring House Corporate Cntr., PO mox 457
H CITY: Spring House

H STATE: Pennsylvania

GENERAL INFORMATION:
APPLICANT: BURRELL, MARILEE
APPLICANT: HILL, DAVID E.
APPLICANT: KINZLER, KENNETH W.
APPLICANT: VOGELSTEIN, BERT
TITLE OF INVENTION: AMPLIFICATION OF HUMAN MDM2 GENE IN
TITLE OF INVENTION: HUMAN TUMORS
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:

; COUNTRY: USA ; ADDRESSEE: BANNER, BIRCH, MCKIE AND BECKETT
ZIP: 19477 ; STREET: 1001 G STREET, N.W.
COMPUTER READABLE FORM: . ; CITY: WASHINGTON

; MEDIUM TYPE: Floppy disk ’ ; STATE: D.C.
; COMPUTER: IBM PC compatible ; COUNTRY: USA .

OPERATING SYSTEM: PC-DOS/MS-DOS ; ZIP: 20001
SOFTWARE: PatentIn Release #1. 0, Version #1.25 ; COMPUTER READABLE FORM:
CURRENT APPLICATION DATA: H MEDIUM TYPE: Floppy disk
; APPLICATION NUMBER: US/08/347,792 ; COMPUTER: 1IBM PC compatible
; FILING DATE: ; OPERATING SYSTEM: PC-DOS/MS-DOS
H CLASSIFICATION: 530 ; SOFTWARE: PatentIn Release #1.0, Version #1.25
ATTORNEY /AGENT INFORMATION: ; CURRENT APPLICATION DATA:

NAME: Bak, Mary E.
REGISTRATION NUMBER: 31,215
REFERENCE/DOCKET NUMBER: WSTSBUSA
TELECOMMUNICATION INFORMATION:
TELEPHONE: 215-540-9206
TELEFAX: 215-540-5818
INFORMATION FOR SEQ ID NO: 2:
SEQUENCE CHARACTERISTICS:
; LENGTH: 393 amino acids
; TYPE: amino acid
; TOPOLOGY: 1linear
H MOLECULE TYPE: protein
US-08-347-792-2

APPLICATION NUMBER: US/08/390,516C
FILING DATE: 07-APR-1993
CLASSIFICATION: 530
ATTORNEY/AGENT INFORMATION:
NAME: KAGAN, SARAH A.
REGISTRATION NUMBER: 32,141
REFERENCE/DOCKET NUMBER: 01107.42798
TELECOMMUNICATION INFORMATION:
TELEPHONE: 202-508-9100
TELEFAX: 202-508-9299
TELEX: 197430 BBMB UT
INFORMATION FOR SEQ ID NO: 6:
SEQUENCE CHARACTERISTICS:
LENGTH: 393 amino acids
TYPE: amino acid
Query Match 30.18%; Score 717.5; DB 1; Length 393; ; TOPOLOGY: linear
Best Local Similarity 39.7%; Pred. No. 3.5e-60; ; MOLECULE TYPE: protein
Matches 156; Conservative 60; Mismatches 102; 1Indels 75; Gaps 11; HYPOTHETICAL: YES
ANTI-SENSE: NO
Qy 11 LSPEVFQHIWDFLEQ----- PICS-~----- <DwHsz--w<cmvmmom>HZszHmzco 56 ; ORIGINAL SOURCE:
[ 1: ] K X ; ORGANISM: Homo sapiens

Db 14 rmomewmorzxFrmmzz<ﬁmmrvmowZUUrZﬁmmUUHmOEMGMUUQVUm> .......... 63 ; PUBLICATION INFORMATION:

; AUTHORS: Buchman, et al.,
Qy 57 HmZoUmmeUvZSvoxeerFFZWZUOOHOZQmmmemvﬁzebm>ozw<e>wmm&>ommme 116 H JOURNAL: Gene

| |2 | [ I : VOLUME: 70

Db 64 ------u--- PRMPE-=~--==--eccnooooo >>vv .......... VAPAP-AAPTPA 83 ; PAGES: 245-252

H DATE: 1988 -
Qy 117 wb>rmu|---mvammZHU~uvammD<mmoommerm>eze&memrxxr<OObeeomH 172 cm 08-390-516C-6

I sl [BEERL Plos b b b i e dds b
Db 84 >v>vbvm£vrwmm<vmoxe&DQm&nmxbnMrmmmewﬂm<ﬂne<mv>r2N2m00b>mHOv< 143
Query Match 30.1%; Score 717.5; DB 1; Length 393;

Qy 173 OHx<Zevvvomw<Hm>Zv<%xx>m:<em<<anvzmmrmmmwzmmpovvmthm<m02m 232 Best Local Similarity 39.7%; Pred. No. 3.5e-60;

I R Pelln =10 ) [AAERARNRER Matches 156; Conservative 60; Mismatches 102; Indels 75; Gaps 11;
Db 144 Obz<cmevvﬂmaw<z>Z>H<x0mOmzem<<mevm:m-.mOmDmUOF>©wOmer<MQZb 201

Qy 11 rmvm<momHzcmrmo ..... PICS------- <ov~orz--m<cmvmmcn>aszmHmzon 56
Qy 233 m>o<<MUmHenzom<r<v<muuo<nammee<r~zwznzmmo<omzzwwmHrHH<ermexc 292 [ | 11 (I | [
IR lell:s | SELLLRL Ty bentg Db 14 rmomemmurzzrrvmzz<rmwrvmoszurzrmvuoHmozmemuvovum> .......... 63
Db 202 m<m<roomzewm=m<<<v<muwm<omcneeHmnzwzozmmozoozzxmvHreHHermcmm 261
Qy 57 Hm:ocmormom:ﬂmomezrorrzmzcooHozmmmmemwxzec:>ozm<e>vmm<>ommme 116
Qy 293 mo<rmmmnmm>mHn>nmmxcwx>cmumHmzoo<mcwexzmcaexmnmzoza:oHozeme 352 [ : | [
Fosbilt et EEHNE 11 [l ) Db 64 ---------- PRMPE-------------uo---o AAPP---------- VAPAP-AAPTPA 83

Db 262 mZFPQNZWWm<w<0>nMOzcxwammmzr%mwmmvmmmrvmowaxwerZZH---.mmmmo 317

Qy 117 WU>bwv--n|mvPHvmZHU<wommmw0<mwoomm4>xmbeie&memrxxr<nOH>xqowH 172
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Db 84 >v>v>vm2vrmmm<vmoxe<onm<owxrmwb:moe>xm<40&<mv>rzx!m00b>xeov< 143
Qy 173 QIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNS 232
Db 144 GLUVDSTPPRGTRVRAMALYKQSGRMIEVVRRCPHAE- -RCSDSDGLAPPORLIRVEGNL 201
Qy 233 HAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRD 292
Db 202 RVEYLODRNIERHSVVVEYEPPEVGSDCTHHYNYMCNSSCHEGMNRRPILT T TTLEDSS 261
Qy 293 GQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIOMTSIK 352
Db 262 MzmrmwzmMM<W<M%M%warweWmmzrwkxomvmmmrvvmmex%>bv2b%n-.-wwwvm 317
Qy 353 KRRSP-DDELLYLPVRGRETYEMLLKIKESLEL 384

Db 318 vz%wwr%m%aWQMOw%mwmembmwmwzw>rwr 350

RESULT 10

Us-08-390-516C-7

i
;

B

Sequence 7,
Patent No. 5708136

Application US/08390516C

GENERAL INFORMATION:
APPLICANT: BURRELL, MARILEE
APPLICANT: HILL, DAVID E.
APPLICANT KINZLER, KENNETH W.
APPLICANT: VOGELSTEIN, BERT
TITLE OF INVENTION: AMPLIFICATION OF HUMAN MDM2 om2m IN
TITLE OF INVENTION: HUMAN TUMORS
NUMBER OF SEQUENCES: 9
CORRESPONDENCE ADDRESS:
ADDRESSEE: BANNER, BIRCH, MCKIE AND BECKETT
STREET : 1001 G STREET, N.W.
CITY: WASHINGTON
STATE: D.C.
COUNTRY: USA
21P: 20001
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/390,516C
FILING DATE: 07-APR-1993
CLASSIFICATION: 530
ATTORNEY /AGENT INFORMATION:
NAME: KAGAN, SARAH A.
REGISTRATION NUMBER: 32,141
REFERENCE/DOCKET NUMBER: 01107.42798
TELECOMMUNICATION INFORMATION:

TELEPHONE: 202-508-%9100
TELEFAX: 202-508-9299
TELEX: 197430 BBMB UT

INFORMATION FOR SEQ ID NO: 7:
SEQUENCE CHARACTERISTICS:
LENGTH: 393 amino acids
TYPE: amino acid
TOPOLOGY: linear
MOLECULE TYPE: protein
HYPOTHETICAL: YES
ANTI-SENSE: NO
ORIGINAL SOURCE:
ORGANISM: Homo sapiens
PUBLICATION INFORMATION:

AUTHORS: Harris, et al.,

JOURNAL: Mol. Cell. Biol.

VOLUME: 6

ISSUE: 12

PAGES: 4650-4656

DATE: 1986 ’ .

us-09-670-568b-1.rai

us-

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db

RE

us-

i

H

H

Page 7
08-390-516C-7
Query Match 30.1%; Score 717.5; DB 1; Length 393;
Best Local Similarity 41.2%; Pred. No. 3.5e-60;
Matches 156; Conservative 60; Mismatches 116; H:amwm 47; Gaps 9;

11 bmwm<momHZUMFmOvHOm<OmHUrzw<ommmmooye2xHMHmZUOHmZOUmUFmUvZSm 70

[ [ [ B |
14 rwomemmvbzxrbvm .......... NNVLSPLPSQAMDDLMLSPDDIEQWFTE--DP--- 58

71 oerﬁObrszUOOHOZOmmmamw<zeU=>Ozm<e>vmv<>0vmmew0>bmv---.mv>H 126

: 2| I 1 [ |
59 ------coo-o-oo-o-- GPDEAPRMPEAAPR - - VAPAP - ATPTPAAPAPAPSWPLSSSV 97

127 vmzau«wovmmﬂ0<wmoomwe>xm>ezewmembxzb<OOH>wenvHOHx<Zevvvom><H 186

I N | N A A e N L
98 PSQKTYQGSYGFRLGFLHSGTAKSVTCTYSPALNKMFCQLAKTCPVOLWVDSTPPEGTRY 157

187 x>2v<wZx>M:<HH<<ZNOﬂZ:MbmmmmZMOOH>wmm:rHw<m02m=>0<<MDvHeQwom 246

Il SR RN RN YNl N Ay shesl L
158 RAMAIYKQSQHMTEVVRRCPHHE- - RCSDSDGLAPPQHLIRVEGNLRVEYLDDRNTFRHS 215

247 VLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARIC 306

Pl e bes e Fhadit it LEEEE el A
216 VVVPYEPPEVGSDCTTIRYNYMCNSSCMGGMNRRPILTIITLEDSSGNLLGRNSFEVRVC 275

307 >O@ONU%N>UNUMHzxoo<momeNZOUOazmﬁﬁwoze:OHOZHmHNwamv.UUWPF&P@ 365

P Bk Il I sl s 1| |
276 >oummcmmemmmzrwxxomvm:mrvwomexm»ﬁvzze----mmmmovxxxvrcom<mero 331

366 VRGRETYEMLLKIKESLEL 384
LV shr e ]
332 Hwowmzmm=mwmrzm>rmr 350

SULT 11

08-431-357-2

Sequence 2, Application US/08431357

Patent No. 5721340

GENERAL INFORMATION:
APPLICANT: Halazonetis, Thanos D.
TITLE OF INVENTION: p53 Proteins With Altered
TITLE OF INVENTION: Tetramerization Domains
NUMBER OF SEQUENCES: 37
CORRESPONDENCE ADDRESS:

ADDRESSEE: Howson and Howson

STREET: Spring House Corporate Cntr., PO Box 457
CITY: Spring House

STATE: Pennsylvania

COUNTRY: USA

2IP: 19477

COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk

COMPUTER: 1IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/431,357
FILING DATE:

CLASSIFICATION: 435

PRIOR APPLICATION DATA:

APPLICATION NUMBER: US 08/347,792

FILING DATE: 28-NOV-1994
ATTORNEY/AGENT INFORMATION:

NAME: Bak, Mary E.

REGISTRATION NUMBER: 31,215

REFERENCE/DOCKET NUMBER: WST58USA

TELECOMMUNICATION INFORMATION:
TELEPHONE: 215-540-9206
TELEFAX: 215-540-5818

INFORMATION FOR SEQ ID NO: 2:

SEQUENCE CHARACTERISTICS:
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; LENGTH: 393 amino acids
TYPE: amino acid
TOPOLOGY: linear

MOLECULE TYPE: protein

H TELEPHONE: 202-508-9100

; TELEFAX: 202-508-9299
TELEX: 197430 BBMB UT

INFORMATION FOR SEQ ID NO: 6:

Clve me we

S-08-431-357-2 SEQUENCE CHARACTERISTICS:
LENGTH: 393 amino acids
TYPE: amino acid
Query Match 30.1%; Score 717.5; DB 1; Length 393; TOPOLOGY: linear
Best Local Similarity 39.7%; Pred. No. 3.5e-60; ; MOLECULE TYPE: protein
Matches 156; Conservative 60; Mismatches 102; Indels 75; Gaps 11; ; HYPOTHETICAL: YES
H ANTI-SENSE: NO
Qy 11 vam<M0=HEUMFMO ..... PICS------- <OvHUPZ|-m<omvmm00>erHMHmZUO 56 ; ORIGINAL SOURCE:
A | [: | 1 A ; ORGANISM: Homo sapiens
Db 14 rmOmammUPthrmmzz<bmvbva>ZUDFZFmvDDHMOZWemomOMUm> .......... 63 ; PUBLICATION INFORMATION:
. ; AUTHORS: Buchman, et al.,
Qy 57 HzZOUMUhmUvZSUO&HZFmFEZMZUOOHozommmﬁmv<ZHU:$OZm<e$mmv&?OnmmH 116 H JOURNAL: Gene
K | el e L VOLUME: 70
Db 64 ---------- PRMPE=-=--~-~--coooL L >>vv 1111111111 VAPAP-AAPTPA 83 M PAGES: 245-252
DATE: 1988
Qy 117 Mcbrmv-|-mvavmZQUwvmvmmw0<ma00mma>wm>e2&NMHMFK%F&OOH>NHO@H 172 cm 08-390-515A-6
[ ) I 1.l N I T
Db 84 >u>u>vm£vhmmm<vwoxe<OOm&QMZFmemwme>xw<ﬂne<mv>FZNZﬁoor>xeon< 143
Query Match . 30.1%; Score 717.5; DB 1; Length 393;
Qy 173 OH%<quvvomw<Hx>Zv<<Rxwmm<em<<xmnvz:mvszWZMOOHbvvmIer<m02m 232 Best Local wHEHHmHHﬁ< 39.7%; Pred. No. 3.5e-60;

I I | 1o 1)1 | 1 tt Matches 156; Conservative 60; Mismatches 102; Indels = 75; Gaps 11;
Db 144 orz<cmavmwoew<x>z>u«momomzem<<mxov:mm..zomumcor>vmo=ruz<m02b 201

Qy 11 rmmm<momHsomrmo ..... PICS------- <ochrz..m<omvmmuo»ezszHmzon 56
Qy 233 =>o<<muwHeoxom<r<m~mmvo<oamqee<r<zqznzmmo<nnzzzmmHrHH<ermemc 292 [ 1: 1 1| IR |
AR PLELEE00 b 111 Db 14 rmomemmcrzxrrvmzz<rmvrmmo>=ccr2rmucuHmozmemcuomum> .......... 63
Db 202 m<m<rcczzamx=m<<<mmmnnm<nmcoeeHmmz<znzmmo=nnzzmzuHreHHermomm 261
Qy 57 szOumormuvzzuoxazrorrzmzcooHozommmammeeox»ozm<e>mmw<>owmme 116
Qy 293 oo<razxnqm>xHo>onnmamz>cmumHxwoo<mcmexzooaexmmmmozemmHozeme 352 [ ] R
Dosb bl T el s sfeeeg bIt I} | Db 64 ---------- PRMPE-------v-oconaoo .. AAPP------o--- <>w>v AAPTPA 83

Db 262 Ozrrmxzmwm<w<o>nvmwOmNHMMMmeszmv:mmrvvmmexm>rvzze---1mmmvo 317

Qy 117 mU}bmvn.unmvaUmZeD<vOv:mwc<mm00mme>xmwﬂze%MHMFWNF%ODH>xe0vH 172
Qy 353 KRRSP- DDELLYLPVRGRETYEMLLKIKESLEL 384 I Poasbl b s b (0 ) feeldeg

L (RS RN N ] : Db 84 »wwuwvamrmmm<mmOxe<onm&mﬂzrmwr:mme>xm<eoa<muwrzxzmoor>zanu< 143

Db 318 vxxxvvcnm<meroHmnxmxmmzmmmrzm>bmr 350
Qy 173 oHx<zammvoo><Hz>3v<<xx>m:<em<<xwovz:mrmzmmzmooH»mmmmrHw<mn2m 232
lebos bbb s s e e [ Lot K

RESULT 12 Db 144 orz<0menvwoez<myz>H<xomo:zam<<zwomm=m..xomcmcmrwvvoerz<mozr 201
US-08-390-515A-6 -
; Sequence 6, Application US/08390515a Qy 233 m>o<<mcmHemmom<r<vwmvmo<memwae<r<meOmeo<oozzxzuHrHH<ermezc 292
; Patent No. 5756455 Pael b s b e (s ()N T]:) L |
i GENERAL INFORMATION: Db 202 z<m<roczzemwmm<<<v<mvmm<omcoeeH:<z~znzmmozaozzzmereHHermumm 261
) APPLICANT: BURRELL, MARILEE
) APPLICANT: HILL, DAVID E. Qy 293 mo<rnmwommymHn>ovnzoxw>omumHwxoo<m0mexzoumewwmmzozemmHozeme 352
; APPLICANT: KINZLER, KENNETH W. Vsl T st e cpeee): (WK I |
; APPLICANT: VOGELSTEIN, BERT Db 262 nzrrmzzmmm<m<n>ovomoxwemmmzrmxxmmmmmmrmvnmexx>rvzze---.mmmno 317
; TITLE OF INVENTION: AMPLIFICATION OF HUMAN MDM2 GENE IN
; TITLE OF INVENTION: HUMAN TUMORS oy 353 KRRSP- cumrrnrv<zazme<mzrrxmemrmr 384
H NUMBER OF SEQUENCES: 9 o0 N N R Y

; CORRESPONDENCE ADDRESS: Db 318 vxxxMPUOM&mebDHmemwmemWMmebbmb 350
; ADDRESSEE: BANNER, BIRCH, MCKIE AND BECKETT
; STREET: 1001 G STREET, N.W.

; CITY: WASHINGTON RESULT 13
H STATE: D.C. UsS-08-390-515a-7
; COUNTRY: u©USAa ’ ; Sequence 7, Application US/08390515A
; ZIP: 20001 ; Patent No. 5756455
COMPUTER READABLE FORM: ; GENERAL INFORMATION:
MEDIUM TYPE: Floppy disk H APPLICANT: BURRELL, MARILEE
COMPUTER: IBM PC compatible ; APPLICANT: HILL, DAVID E.
H APPLICANT: KINZLER, KENNETH W.

; OPERATING SYSTEM: PC- DOS/MS-DOS

; CLASSIFICATION: 514
; ATTORNEY/AGENT INFORMATION:

CORRESPONDENCE ADDRESS :
; ADDRESSEE: BANNER, BIRCH, MCKIE AND BECKETT

SOFTWARE: PatentIn zmpmmmm #1.0, Version #1.25 ; APPLICANT: VOGELSTEIN, BERT
CURRENT APPLICATION DATA H TITLE OF INVENTION: AMPLIFICATION OF HUMAN MDM2 GENE IN
APPLICATION NUMBER: cm\om\wmo\muu> H TITLE OF INVENTION: HUMAN TUMORS
; FILING DATE: 07-APR-1993 ; NUMBER OF SEQUENCES: 9

H NAME: KAGAN, SARAH A. ’ H STREET: 1001 G STREET, N.W.
; REGISTRATION NUMBER: 32,141 ; CITY: WASHINGTON
; REFERENCE/DOCKET NUMBER: 01107. 42798 ; STATE: D.C.

; TELECOMMUNICATION INFORMATION: i ; COUNTRY: USA



Wed Aug 8 08:03:10 2001

2IP: 20001
COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk
COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25
CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/390,515A
FILING DATE: 07-APR-1993
CLASSIFICATION: 514
ATTORNEY/AGENT INFORMATION:
NAME: KAGAN, SARAH A.
REGISTRATION NUMBER: 32,141
REFERENCE/DOCKET NUMBER: 01107.42798
TELECOMMUNICATION INFORMATION:
TELEPHONE: 202-508-9100
TELEFAX: 202-508-9299
TELEX: 197430 BBMB UT

INFORMATION FOR SEQ ID NO: 7:

SEQUENCE CHARACTERISTICS:
LENGTH: 393 amino acids
TYPE: amino acid
TOPOLOGY: linear

MOLECULE TYPE: protein

HYPOTHETICAL: YES

ANTI-SENSE: NO

"ORIGINAL SOURCE:

ORGANISM: Homo sapiens
PUBLICATION INFORMATION:

AUTHORS: Harris, et al.,

JOURNAL: Mol. Cell. Biol.

VOLUME: 6
ISSUE: 12
PAGES: 4650-4656
DATE: 1986

cm 08-390-515A-7

Query Match 30.1%; sScore 717.5; DB 1; Length 393;
Best Local Similarity 41.2%; Pred. No. 3.5e-60;
Matches 156; Conservative 60; Mismatches 116; Indels 47; Gaps

Qy 11 LSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQODSDLSDPMWP 70
Db 14 Pwowawmcr&xvpvm .......... bz«rmwrvaMzcoweruwohmosmmm--ww---.mm
oy 71 QYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSP- - --SPAT 126
Db §9 ee-memsoooooa- GPDEAPRMPEAAPR- - VADAD- ATDTPAAPAPADSHPLUSSY 97
Qy 127 PSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQGAVI 186
Db 98 BLOKTYQUSYGRRLGHLHSGEAKSVECT SPALNKMECAIAKT Y OLIVDSTOPRGTRY 157
Qy 187 RAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQS 246
pb 158 wbpyuhpomOPx%w««nwwmmzm--wommmonr%w%opwwP«MWb5x<mbwcwmz%mwmw 215
Qy 247 VLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARIC 306
Ped b bbb bes Ve bbbt nbrnent =il [ R A |
Db 216 VVVPYEPPEVGSDCTTIHYNYMCNSSCMGGMNRRPILTIITLEDSSGNLLGRNSFEVRVC 275
Qy 307 ACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSP-DDELLYLP 365
Db 276 ﬁmwmpmmxemmwznw»zmmv::mrmwom%pryrwzb%----mwwuomxxxwrwom<mewo 331
Qy 366 VRGRETYEMLLKIKESLEL 384
Db 332 1RGRERFEMFRELNEALEL 350
RESULT 14

US-08-795-006A-32

us-09-670-568b-1.rai

; Sequence 32, Application US/08795006A

;

Patent No. 5840579
GENERAL INFORMATION:

APPLICANT: Boeke, Jef
APPLICANT: Brachmann, Rainer
TITLE OF INVENTION: NUCLEIC ACIDS ENCODING P53
TITLE OF INVENTION: MUTATIONS WHICH SUPPRESS P53 CANCER MUTA- TIONS
NUMBER OF SEQUENCES: 32
CORRESPONDENCE ADDRESS:
ADDRESSEE: Banner & Witcoff
STREET: 1001 G Street, NW
CITY: Washington
STATE: DC
COUNTRY: USA
ZIP: 20001
COMPUTER READABLE FORM:
MEDIUM TYPE: Diskette
COMPUTER: 1IBM Compatible
OPERATING SYSTEM: DOS
SOFTWARE: FastSEQ for Windows Version 2.0
CURRENT APPLICATION DATA: ’ .
APPLICATION NUMBER: Us/08/795,006A
FILING DATE: (5-FEB-1997
CLASSIFICATION: 435
PRIOR APPLICATION DATA:
APPLICATION NUMBER:
FILING DATE:
ATTORNEY/AGENT INFORMATION:
NAME: Kagan, Sarah A
REGISTRATION NUMBER: 32141
REFERENCE/DOCKET NUMBER: 01107.03170
TELECOMMUNICATION INFORMATION:
TELEPHONE: 202-508-9100
TELEFAX: 202-508-9299
TELEX:

INFORMATION FOR SEQ ID NO: 32:

SEQUENCE CHARACTERISTICS:
LENGTH: 393 amino acids
TYPE: amino acid
STRANDEDNESS: single
TOPOLOGY: linear

US-08-795-006A-32

Query Match 30.1%; Score 717.5; DB 2; Length 393;
Best Local Similarity 39.7%; Pred. No. 3.5e-60;
Matches 156; Conservative 60; Mismatches 102; Indels 75; Gaps

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db

Qy

11 rmmm<w0=H£Umbmo ..... PICS-~--~-~- <OvHUrz--M<Umvmm00$HZmeHmZUO 56

B 1: LI T
14 LSQETFSDLWKLLPENNVLSPLPSQAMDDLMLSPDDIEQWFTEDPGPDEA- -~ - - -~~~ 63

57 HwZOUmUrmuvzzvo<ezrnbrszUOOHoznmmmemvmzec:>ozm<e>vmv<>0vmme 116

|1 [ TN
64 ---------- PRMPE---=-------==------ AAPP----=-~-=-- <>m>v AAPTPA 83

117 WU>bmv|1-|wvavmzevwvnv:mwv<mw00mwe>xw>e£e<memrxNP<OOH>xenvH 172

(I3 [ ::i |1z N Lzl
84 >m»m>wmzwrmmm<wmowe<omm«mmwrmmrmmma>xm<eoa<mn»rzxzmnor»zenv< 143

173 QIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNS 232
[ A R R R R RN NS N N T I UL Ly
144 QLWVDSTPPPGTRVRAMAIYKQSQHMTEVVRRCPHHE - -RCSDSDGLAPPQHLIRVEGNL 201

233 I$O<<MD@Haox0m<b<v<mvvo<nemmee<@<2®zozmmn<mozmevHrHH<ebmem0 292

I AR A A A 1t I 1:111
202 w<m<rbomzemz=m<<<v<mmvm<QmooeeH=<z<302mmozoozzwwwHreHHermomm 261

293 Oo<rmwz0mewHO>OvomuwxvombmHwROO<mUwezzmUmexxvmwozemoHozemHx 352

Poslb A L ezl 111 I : |
262 azrrnwzmmm<w<n>ovmwczmemmmzrwxxmmvmmmrmumwexm»rvzze----mmmvo 317

353 KRRSP-DDELLYLPVRGRETYEMLLKIKESLEL 384

Page

11;
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[ AN N AR
Db 318 vxxzvronm<meroHznxmzwmzmwazm>rmr 350

RESULT 15
US-08-697-221-2

i Sequence 2, Application UsS/08697221
; Patent No. 5847083

;i GENERAL INFORMATION:

H APPLICANT: Halazonetis, Thanos D.
; TITLE OF INVENTION: Modified P53 Constructs and Uses
; TITLE OF INVENTION: Therefor

; NUMBER OF SEQUENCES: 33

; CORRESPONDENCE ADDRESS:

; ADDRESSEE: Howson and Howson

H STREET: Spring House Corporate Cntr.
H CITY: Spring House

PO Box 457

H STATE: Pennsylvania
; COUNTRY: USA
H ZIP: 19477

; COMPUTER READABLE FORM:
; MEDIUM TYPE: Floppy disk
H COMPUTER: IBM PC compatible
L OPERATING SYSTEM: PC-DOS/MS-DOS
H SOFTWARE: PatentIn Release #1.0, Version #1.30
; CURRENT APPLICATION DATA:
; APPLICATION NUMBER: US/08/697,221
; FILING DATE:
; CLASSIFICATION: 530
; PRIOR APPLICATION DATA:
; APPLICATION NUMBER: US 60,004,802
; FILING DATE: 22-SEpP- 1995
; ATTORNEY/AGENT INFORMATION:
H NAME: Kodroff, cathy a.
; REGISTRATION NUMBER: 33,980
H REFERENCE/DOCKET NUMBER : zwemh>cmw
; TELECOMMUNICATION INFORMATION
H TELEPHONE: 215-540- 9206
i TELEFAX: 215-540-5818 i
i INFORMATION FOR SEQ ID NO: 2:
; SEQUENCE CHARACTERISTICS:
H LENGTH: 393 amino acids
; TYPE: amino acid
H TOPOLOGY: linear

i MOLECULE TYPE: protein
US-08-697-221-2
Query Match 30.1%; score 717.5; DB 2; Length 393;

Best Local Similarity 39.7%;
Matches 156; Conservative 60;

Pred. No. 3.5e-60;
Mismatches 102; Indels 75; Gaps

Qy 11 LSPEVFQHIWDFLEQ- - - - - PICS------- <OHHUrZ||w<omvmmco>eszMHmZUo 56
Db 14 M%OM%%wUbﬁxhhvmzz<bmMrU%O>ZDUbZFm%U%HMOS%GMU%QMWM% .......... 63
Qy 57 HxZOUmmeUuZSvO~HmererZUOOHOZQmmw%mv<ZHUI>02m<e>ﬂmv<>ovmme 116
Db 64 ---------- %zZ%m ................... >>v% .......... <%%bv %>%Wv> 83
Qy 117 WD>Fmv|--nmV>HvmZHUMvommmWc<mWoowmebxmbHZ%ﬂmemrxwrmOOH>ervH 172

(L ! I || N AT L
Db 84 >n»v>vm:vrmmm<vm0xemoom<nwzrnmrmmme»xm<eoe<mw>rzxzwoor>xeov< 143

Qy 173 OHN<ZHvmmom><Hz>2v<xzx$mm<em<<xmOvamrmmmwzmnDH>vum:th<wmzm 232

Iz 1) | It VLN R I (AN
Db 144 orz<omemvvoez<x>z>H<xomo=zam<<zwovmmm--xnmcmoab>vvomer<mozr 201

Qy 233 m>0<<MUvHaﬁmOm<F<v&mvv0<namwee<h<zm20me0<OOZZWNvHPHH<Hrmer 292

lecl 1 Il LY EVEELELY a0
Db 202 z<mmrccwzewx:m<<<u<mwvm<mmoneeu:<z<302mmnzmozzzmvHreHHermcmm 261

Qy 293 Oo<rmww0wm>mHnbﬁwmzuwxbvmcmHxx00<m0mqwzncnaxwmmeZHmmHOZHmHz 352

11;

us-09-670-568b-1.rai

Lostbl FL s 2 s
Db 262 ozrbanmmm<m<o>nvoxcwwemmmzrz

Qy 353 wmmmv-oumrr<ru<xnxme<mzrrszm
o] [N
UU upm vxxzmrommmmeronnxmxwmzmmmrzm

Search completed: August 8, 2001, 01:3
Job time: 4865 sec

Page 10

| : It Il 2o
KKGEPHHELPPGSTKRALPNNT - - - -SSSPQ 317

SLEL 384

S
ALEL 350

6:44
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30 104.5 4.4 1703 .2 815047 SNF2 protein - yea
GenCore version 4.5 31 104 4.4 1456 2 T01397 LTR gag/pol polypr
Copyright (c) 1993 - 2000 Compugen Ltd. 32 103 4.3 1533 2 TO00344 hypothetical prote
33 102.5 4.3 780 2 A48143 HF-1 requlatory el
34 102.5 4.3 1203 2 T17415 mycelial surface a
OM protein - protein search, using sw model 35 102 4.3 628 2 S19150 hypothetical prote
36 100.5 4.2 1505 2 Jc4851 hypoxia-inducible
Run on: August 8, 2001, 00:20:14 ; Search time 51.46 Seconds 37 100 4.2 600 2 T24447 hypothetical prote
(without alignments) 38 99.5 4.2 526 2 TS51372 hypothetical prote
663.160 Million cell updates/sec 39 99.5 4.2 1165 2 S27809 GTPase-activating
40 99.5 4.2 2359 2 TO03094 A-kinase anchor pr
Title: US-09-670-568B-1 41 99.5 4.2 3938 2 T42761 Bassoon protein -
Perfect score: 2383 42 99 4.2 1621 2 T15264 hypothetical prote
Sequence: 1 MSQSTQTNEFLSPEVFQHIW..........PKQSDVFFRHSKPPNRSVYP 448 43 99 4.2 1888 2 T14273 zinc finger protei
44 98.5 4.1 515 2 T40021 hypothetical prote
Scoring table: BLOSUM62 45 98 4.1 1213 2 A58198 serine/proline-ric
Gapop 10.0 , Gapext 0.5
Searched: 219241 seqs, 76174552 residues ALIGNMENTS
Total number of hits satisfying chosen parameters: 219241
RESULT 1
Minimum DB seq length: 0 JHO0631
Maximum DB seq length: 2000000000 cellular tumor antigen p53 - rainbow trout
C;Species: Oncorhynchus mykiss (rainbow trout)
Post-processing: Minimum Match 0% C;Date: 10-Sep-1999 #sequence_revision 10-Sep-1999 #text_change 10-Sep-1999
Maximum Match 100% C;Accession: JH0631
Listing first 45 summaries R;de Fromentel, C.C.; Pakdel, F.; Chapus, A.; Baney, C.; May, P.; Soussi, T.
Gene 112, 241-245, 1992
Database : PIR_68:* A;Title: Rainbow trout p53: cDNA cloning and biochemical characterization.
1 pirl:+* A;Reference number: JH0631; MUID:92210006
2: pir2:* A;Accession: JH0631
3 pir3:» A;Molecule type: mRNA
4 pird:* A;Residues: 1-396 <DEF>
A;Cross-references: GB:M75145; NID:g213828; PIDN:AAA49605.1; PID:g213829
Pred. No. is the number of results predicted by chance to have a A;Experimental source: liver
score greater than or equal to the score of the result being printed, C;Comment: This protein is the product of a tumor suppressor gene, p53, whose inactiv
and is derived by analysis of the total score distribution. C;Superfamily: cellular tumor antigen p53
C;Keywords: apoptosis; cell division control; DNA binding; homotetramer; nucleus; pho
SUMMARIES F;164,167,227,231/Binding site: zinc (Cys, His, Cys, Cys) #status predicted
% F;395/Binding site: phosphoryl-RNA (Ser) (covalent) #status predicted
Result Query
No. Score Match Length DB ID Description
............................................................ R Query Match 35.6%; Score 847.5; DB 1; Length 396;
1 847.5 35.6 396 1 JHO0631 cellular tumor ant Best Local Similarity 45.4%; Pred. No. 6e-58; .
2 777.5 32.6 363 1 A29376 cellular tumor ant Matches 181; Conservative 61; Mismatches 102; 1Indels 55; Gaps 10;
3 764.5 32.1 367 1 S02193 cellular tumor ant
4 741.5 31.1 386 1 S51648 cellular tumor ant Qy 11 rmvm<m.omHEUmrmoanmﬁvﬂ.H_urzméUm_vmeQE_szmHmZUOHwZOUmUrmUvzzv 70
1 732 30.7 391 1 S02192 cellular tumor ant [ I [ |
6 719.5 30.2 396 1 JHO0633 cellular tumor ant Db 12 rmommmmcrz ............................ xZZbe<><ovbmem. --SWV 39
7 717.5 30.1 393 1 DNHU53 cellular tumor ant
8 715 30.0 390 1 DNMS53 cellular tumor ant Qy 71 oxezbnbrzmx_uooHozommmemv<zeom>0:w<e>vmv<>ovm STFDALS-PSPAIPS 128
9 714.5 30.0 393 1 S06594 cellular tumor ant (I RS i belo 0 e e el
10 704 29.5 393 2 JC6176 tumor suppressor p Db 40 O%Ozm....zzmwm%ro ........ <mwcwmrm.m<w>amv>movmHmeroeom_uvemqéva 87
11 702 29.5 381 2 S38824 cellular tumor ant
12 699.5 29.4 391 2 JC6193 tumor suppressor p Qy 129 NTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQGAVIRA 188
13 259.5 10.9 77 2 146226 cellular tumor ant shirl N I IR A )
14 114.5 4.8 3942 2 T42730 Bassoon protein - Db 88 _H.m_uxvm»roworwmbommeznwﬂaoexvarzxrm.OOb>xanu<0H<<D=m:um_vm><<m> 147
15 111.5 4.7 1819 2 T32008 hypothetical prote .
16 110.5 4.6 2529 2 A56923 transcription fact Qy 189 MPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQSVL 248
17 110 4.6 5762 2 A41819 proline-rich pepti oot [N N A RN IR R [N
18 109 4.6 4273 2 C69679 polyketide synthas Db 148 F>Hwarmc<>_u<<§~0w::omq_mmzzmov APRGHLVRVEGNQRSEYMEDGNTLRHSVL 206
19 108.5 4.6 701 1 S33709 DHR39-short protei
20 108.5 4.6 808 1 s33708 nuclear steroid/th Qy 249 VPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARICAC 308
21 107 4.5 1691 1 D54689 protein-tyrosine-p TRCTEREN = i i g et r e bbb bbb bbbt 0l et
22 107 4.5 1894 2 (54689 protein-tyrosine-p Db 207 VPYEPPQVGSECTTVLYNFMCNSSCMGGMNRRPILTIITLETQEGQLLGRRSFEVRVCAC 266
23 107 4.5 1912 2 AS56178 protein-tyrosine-p
24 106.5 4.5 631 2 T31782 hypothetical prote Qy 309 vmwcmxm:um_umexoo:.<m_umexzocnexxnm.moiza:aHozemHzxmwm..-.vcom 360
25 106.5 4.5 2578 2 A56922 transcription fact AR R Lt : I I 11 R | N | 11
26 105.5 4.4 395 2 A54949 syndecan precursor Db 267 mmwomxemmu”zrx_noomeebmexq_xv>OOHxz>=xm>mbw>vo_vo>mxxexmmw><mUUm 326
27 105 4.4 384 2 149528 hypothetical prote
28 105 4.4 766 1 561694 flocculation suppr Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQ 399
29 105 4.4 909 2 TO06635 hypothetical prote I | B N N | R
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Db 327 HmeboHxQxMR<MZbRZMZUmFMbmwr<v<>c>0x&woz 365

RESULT 2

A29376

cellular tumor antigen p53 - African clawed frog
C;Species: Xenopus laevis (African clawed frog)

us-09-670-568b-1.rpr

C;Date: 10-Sep-1999 #sequence_revision 10-Sep-1999 #text_change 10-Sep-1999

C;Accession: A29376; S61531; 8$72313; 151639
R;Soussi, T.; de Fromentel, C.C.; Mechali, M.;
Oncogene 1, 71-78, 1987

May, P.; Kress, M.

A;Title: Cloning and characterization of a cDNA from Xenopus laevis coding for a proteir

A;Reference number: A29376; MUID:88143684

A;Accession: A29376

Aj;Molecule type: mRNA

A;Residues: 1-363 <SoU>

A;Cross-references: EMBL:X05191; NID:g64961; PIDN:CAA28821.1;
R;Hoever, M.; Clement, J.H.; Wedlich, D.; Montenarh, M.; Knoechel, W.
Oncogene 9, 109-120, 1994

PID:g64962

A;Title: Overexpression of wild-type p53 interferes with normal development in Xenopus 1

A;Reference number: I51639; MUID:94134403

A;Accession: S61531

A;Molecule type: mRNA

Aj;Residues: 1-293,295-363 <HOE>

A;Cross-references: EMBL:X77546; NID:g468513; PIDN:CAA54672.1;
R;Hoever, M.; Clement, J.; Wedlich, D.; Montenarh, M.;
submitted to the EMBL Data Library, March 1994
A;Reference number: $72313

A;Accession: §72313

A;Molecule type: mRNA

A;Residues: 1-51,'8’,53-70,72-293,295-363 <HOW>
A;Cross-references: EMBL:X77546; NID:g468513; PIDN:CAA54672.1;
C;Genetics: .
A;Gene: p53

C;Superfamily: cellular tumor antigen p53

C;Keywords: apoptosis; cell division control; DNA binding;
mhuwo\umw.uuu~muu\mwaa»:n site:
F;362/Binding site: phosphoryl-RNA (Ser) (covalent) #status predicted

Knochel, W.

PID:g468514

PID:g468514

homotetramer; nucleus;
zinc (Cys, His, Cys, Cys) #status predicted

Query Match 32.6%; Score 777.5; DB 1; Length 363;

Best Local Similarity 42.5%; Pred. No. 1.4e-52;

Matches 171; Conservative 55; Mismatches 95; Indels 81; Gaps
Qy 2 womeoeZMMbmvm<momH£UMhm0mH----Om<Ochr2m<Umwmm00>ezxHmHmZUOH 57
Db 4 Wmm*mzmuvﬁwomemmow&mrwnc%moe<ammmczwm.m%vwww .......... mw>w3e 52
Qy 58 xzowmurmuv22U0<ezrnFFZmZUOOHOZOmmmemv~zacmwozm<e>vwvm>ommmew 117
Db 53 <wom------.-.w----mhrmm .............................. AVBRVE- 67
Qy 118 c>rmumn>Hvmzecmvnv:mwc<mwoomme>xm»eze<wQbewrmnonwenvHon<= 177
B 68 - --m_..o?_vrg_urwmsmow_x_%xmsi,_%__upz__éo&&n_m_?am 122
Qy 178 qvvvoo><Hm>zw<<xz>mm<em<<wzovz:mrmzmmzmnoH>nnmmer<mQZm=>o<< 237
Db 123 SPPPRGILRATAVYKKSERVARYARCbbERSvbech-oah bbbl T
Qy 238 mUuHeozom<r<v<muvo<nammee<r<zw202mm0<0012xszrHH<ebmemcoo<ro 297
Db 182 EOVNSGRHEVCVPYESPAVERECH VIR AT T
Qy 298 xmommywmn>0vnmoxx>bmcm-meoo<momaxzmcoexwmwxozex--omozemuxxw 354
Db 242 RRCPEVRVCACHRORAT b TEbSGE kPG RELABPPSSEPPLPKKE 20
Qy 355 m---mvUUMbhxrv<xnxme<mzrrxmewFszo<rvomeH 393

Pal: el g e Il 1]
Db 293 LVVVDDDEEIFTLRIKGRSRY EMIKKLNDALELQESLDQQKYV 334

phospH

11;

Page 2

RESULT 3

502193

cellular tumor antigen p53 - chicken

N;Alternate names: nuclear oncoprotein p53

C;Species: Gallus gallus (chicken)

C;Date: 10-Sep-1999 #sequence_revision 10-Sep-1999 #text_change 10-Sep-1999
C;Accession: 502193

R;Soussi, T.; Begue, A.; Kress, M.;
Nucleic Acids Res. 16, 11383, 1988
A;Title: Nucleotide sequence of a cDNA encoding the chicken p53 nuclear oncoprotein.
A;Reference number: $02193; MUID:89083584

Aj;Accession: S02193

A;Molecule type: mRNA

A;Residues: 1-367 <SOU>

A;Cross-references: EMBL:X13057; NID:g63740; PIDN:CAA31456.1;
C;Superfamily: cellular tumor antigen p53

C;Keywords: apoptosis; cell division control; DNA binding; homotetramer; nucleus; pho
mhwmp\wm»\wm»\umm\mwsawao site: zinc (Cys, His, Cys, Cys) #status predicted
F;366/Binding site: phosphoryl -RNA (Ser) (covalent) #status predicted

Stehelin, D.; May, P.

PID:g63741

Query Match 32.1%; Score 764.5; DB 1; Length 367;
Best Local Similarity 44.6%; Pred. No. 1.4e-51;
Matches 169; Conservative 50; Mismatches 105; Indels 55; Gaps 10;
Qy 11 hmw-m<ﬂ0mHSUwrmovHOm<OvHUrzw<Umvmmom>eszmHmZDOHmZOUmUFMUvZZ 69
[N | | l:1 : [ N Y | |
Db 9 rmvem<w30r2m1ﬁuw|-;mzoor ....... PLPEDHSNWQELS - - - - PLEPSDPPPPPP 54
Qy 70 vowezrobrszUOOHozmmmmemv<ZHU:}OZM<%>wmv<movmmamcbhmvmvava 129
| | o [ AR
Db 55 PPPLPL=-=--=-ceommma oo ____. AAAAPPPLNPP- -TPPRAAPSPVVPST 85

Qy 130 eU<mom:mmu<mmoommewxm>ezq<membxwr<00a»xaovHon<Zevvvoo><Hm>z 189
el Polelteell dheest 11
Db 86 moxmocmumm<om<m>nq»zm<aoe«mm<rzx<«nzr»zvov<o<m<m<>mmvommrx>< 145

Qy 190 v<<wx>m:<4m<<xxovzmmrmmmmzm00H>vvm=rHm<mozm:>o~<mchenxom<r< 249
KN SN I T Y
Db 146 ><<zxmmm<»m<<mwon:mmmnonneon,r>w>omer<mQzvo>m<=ocmea=xmm<<< 204

Qy 250 b<mmvo<oemmee<r<2m202mmn<mOZZNNVHFHH<ermewvno<rmmwnmm>mHO>O@ 308

PULEE: e (1T R NN T Y
Db 205 PYEPPEVGSDCTTVLYNFMCNSSCMGGMNRRPILT ILTLEGPGGOLLGRRCFEVRVCACP 264

Qy 310 mwcwz»umcmmeoo<mcmexzocn--exzwmmozemoHozﬂmexxmmvccmrrmrv<m 367
[ARNREEI RN s 1 | : I oldel: 1] 0
Db 265 GRDRKIEEENFRK------- RGGAGGVAKRAMSPPTEAPEPPK - KRVLNPDNEIFYLQVR 316

Qy 368 GRETYEMLLKIKESLELMQ 386
IR A )
Db 317 GRRRYEMLKEINEALQLAE 335

RESULT 4

551648

cellular tumor antigen P53 - bovine

N;Alternate names: tumor-suppressor protein p53

C;Species: Bos primigenius taurus (cattle)

C;Date: 10-Sep-1999 #sequence_revision 10-Sep-1999 #text_change 10-Sep-1999
C;Accession: S51648

R;Dequiedt, F.; Willems, L.; Burny, A.; Kettmann, R.

submitted to the EMBL Data Library, September 1994

A;Description: Nucleotide sequence of the ovine p53 tumor-suppressor gene ¢cDNA and it
A;Reference number: $51648

AjAccession: $51648

A;Status: preliminary

A;Molecule type: mRNA

A;Residues: 1-386 <DEQ>

A;Cross-references: EMBL:X81704; NID:g602332;
C;Superfamily: cellular tumor antigen p53
C;Keywords: apoptosis; cell division control; DNA binding; homotetramer; phosphoprote
mhwmm‘uup\qu~wwm\mw:nwzo site: zinc (Cys, His, Cys, Cys) #status predicted

PIDN:CAA57348.1; PID:g602333
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F;385/Binding site: phosphoryl-RNA (Ser) (covalent) #status predicted Query Match 30.7%; Score 732; DB 1; Length 391;
Best Local Similarity 42.0%; Pred. No. 5e-49; .
Matches 162; Conservative 64; Mismatches 116; Indels 44; Gaps 11;

Query Match 31.1%; Score 741.5; DB 1; Length 386;
Best Local Similarity 38.4%; Pred. No. 9.le-50; Qy 2 SQSTQTNEF - LSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
Matches 165; Conservative 68; Mismatches 126; 1Indels 71; Gaps 11; I O O O e | t | o]t
Db 4 SQSDMSIELPLSQETFSCLWKLL--PPDDILP-------- TTATGSPNSME--------- 44
Qy 11 rmvm<wo:Hzcwrmouunm<ovHorzm<cmvmmun>ezxHmHmzoonzoomormomzzv 70
IR | sl g Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
Db 14 ermemmcrzzrrvwz ............................... NLLSSELSAPVDD 42 | I 11 HE I | : [ |
Db 45 ----- DLFLPQDV - AELLEGPEEALQVSAPAAQEPGTE APAPVAPASATPWPL 91
Qy 71 omezrarrzmzcooHozammmemv<zec=>ozm<e>umv<>ovmmemo>rmmmvw ..... 125
B | N 1:11 Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
Db 43 rrvxeo<>azrcmnmzm>vozvmv ............ SAPAAPPPAT- - - - - PAPATSWPL 85 11 0 A POV Thelbatl il 1o |
Db 92 SSS--VPSQKTYQGNYGFHLGFLQSGTAKSVMCTYSISLNKLFCQLAKTCPVQLWVTSTE 149
Qy 126 ---IPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQ 182
a1 NI I e AN Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ- H>wmm=er<mozm=wo<<mu 239
Db 86 mmm<mwoxe<vozaommrnmromoe>wm<ana<mmmrzxrmoor>xeov<orz<omnwuv 145 [ N AR RN AN (KRN b It [
Db 150 PPGTRVRAMAIYKKSQHMTEVVRRCPHHE- - - RCSDGDGLAPPQHLIRVEGNPYAEYLDD 206
Qy 183 m><Hm>20<nxw>m:<em<<zmomz=mrmmmmzmmoH>wummer<mmzmm>o~<momHe 242
AR 11: [ S N N RN A N R N Qy 240 nHemmom<r<m<mnno<oamwee<r<zmzozmmo<mazzmzmHrHH<armemcoo<romz 299

Db 146 nax<x>z>H<xxrm=Zem<<xmnu==mxmmo<mon LAPPQHLIRVEGNLRAEYLDDRNT 204 Fbothsirilge N ANE IRARARAN
Db 207 moemxmm<<<m<mvmm<nmcmeeHm<x~zozmmnzoozzwmereHHermUmmnzrrnzo 266

Qy 243 mxom<r<v<mmmo<oemmee<r<zmznzmmn<mozzmmvHrHH<ermexcmo<romzowm 302
Fobrsbbel bes ol 00 b0V EEIn sttt et b= Lol 1 Qy 300 omm>zHoyovmmczchmomHwxoo<m0mexzacmewzvmmozemmHozemexmmmw.u 358
Dpb 205 FRHSVVVPYESPEIDSECTTIHYNFMCNSSCMGGMNRRPILTIITLEDSCGNLLGRNSFE 264 (IR R AN RN A N N Il s s s
Db 267 mmm<w<n>owomcmwemmmzmmxxmmmnmmrmmmm»xz>rveme----mmmwooxxxvro 322
oy 303 >wuo>ovnmcmxycmomHmxoo<momexzocoexmummozemoHozemexzmmu-cumr 361

AN ol | 11 I e | Qy 359 DELLYLPVRGRETYEMLLKIKESLEL 384
Db 265 VRVCACPGRDRRTEEENLRKKGQSCPEPPPRSTKRALPTNT- - - - SSSPOPKKKPLDGEY 320 | o LU Il
Db 323 GEYFTLKIRGRERFEMFRELNEALEL 348

Qy 362 bxrv<wowma&mthxHzmmrmrzo<rvomeHme<moooooom QHLLQKHLLS-ACFRN 419
(BRI R R N : R [
Db 321 merOHmomxx<mzwwmrzc>rmb ..... xcbrcmwmvnmmmwmmwmbxmxxwmmvmnmxx 375 RESULT 6
JH0633
Qy 420 ELVEPRRETP 429 cellular tumor antigen p53 - golden hamster
HEEE N N;Alternate names: tumor-suppressor protein p53
Db 376 PML--KREGP 383 ~ C;Species: Mesocricetus auratus (golden hamster)

C:Date: 10-Sep-1999 #sequence_revision 10-Sep-1999 #text_change 10-Sep-1999
C;Accession: JH0633

RESULT 5 R;Legros, Y.; McIntyre, P.; Soussi, T.

502192 ’ Gene 112, 247-250, 1992

cellular tumor antigen p53 - rat A;Title: The cDNA cloning and immunological characterization of hamster p53.
N;Alternate names: gene p533 protein; nuclear oncoprotein p53 A;Reference number: JH0633; MUID:92210007

C:Species: Rattus norvegicus (Norway rat) A;Accession: JH0633

C;Date: 10-Sep-1999 #sequence_revision 10-Sep-1999 #text_change 10-Sep-1999 A;Molecule type: mRNA -

C;Accession: 502192; S41149 A;Residues: 1-396 <LEG>

R;Soussi, T.; de Fromentel, C.C.:; Breugnot, C.; May, E. A;Cross-references: GB:M75144; NID:g191414; PIDN:AAA37085.1; PID:g191415
Nucleic Acids Res. 16, 11384, 1988 A;Experimental source: kidney, strain MP1

A;Title: Nucleotide sequence of a cDNA encoding the rat p53 nuclear oncoprotein. C;Genetics:

A;Reference number: S$02192; MUID:83083585 A;Gene: p53

A;Accession: S02192 C;Superfamily: cellular tumor antigen p53

A;Molecule type: mRNA C;Keywords: apoptosis; cell division control; DNA binding; homotetramer; nucleus; pho
A;Residues: 1-391 <SOU> . F;179,182,241,245/Binding site: zinc (Cys, His, Cys, Cys) #status predicted
‘A;Cross-references: EMBL:X13058; NID:g56828; PIDN:CAA31457.1; PID:g56829 F;395/Binding site: phosphoryl-RNA (Ser) (covalent) #status predicted

R;Hulla, J.E.; Schneider, R.P.
Nucleic Acids Res. 21, 713-717, 1993

A;Title: Structure of the rat p53 tumor suppressor gene. Query Match 30.2%; Score 719.5; DB 1; Length 396;
A;Reference number: S41149; MUID:93181268 Best Local Similarity 38.1%; Pred. No. 4.7e-48;

A;Accession: 541149 Matches 162; Conservative 67; Mismatches 145; 1Indels 51; Gaps 8;
A;Status: preliminary; nucleic acid sequence not shown; translation not shown

A;Molecule type: DNA Qy 11 rmvm<wo:HzUmrmOwHnm<omHszm<cmmmmoo>aszmHmzunHmzoumcrmuwzsv 70
A;Residues: 1-173,'W’,175-391 <HUL> [ | |: o F N T A
A;Cross-references: EMBL:L07909 Db 14 LSQETFSDLWKLL-==-===-==-===-=2 *PPNNVLST----------~- rvmmumHmmrmr 46
A;Note: the nucleotide sequence was submitted to the EMBL Data Library, December 1992

C:;Genetics: Qy 71 O&eerPFZmZUOOHozowmmamv&260:>02m<e>vmv<>00mmemc>bmmmv>Hmmze 130
A;Introns: 25/2; 32/3; 123/3; 185/1; 259/2; 305/1; 329/3; 365/2 b I RS K 8] AR
C;Superfamily: cellular tumor antigen p53 Db 47 mmz<>o£rmcmom>room>>>>>mwwvw>mov<>mew>m<>m>w>evzmbmmm.|<um<x 104
C;Keywords: apoptosis; cell division control; DNA binding; homotetramer; nucleus; phospH

F;174,177,236,240/Binding site: zinc (Cys, His, Cys, Cys) #status predicted Qy 131 cwvmvmmmc<mmoomme>zw>e£e<memrxxrmooH>xeanon<zevvwom><Hm>zv 190

F;390/Binding site: phosphoryl-RNA (Ser) (covalent) #status predicted T O T 1 T T A I I I ¥ I [N | I I I I |
Db 105 exooomommrmmrmmoe>xm<&oe<wverxerOb>x%Ow<or2<mmawuwmew<x>:> 164
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Qy 191 <4ﬂﬁ>mz<em<<xw002:mrwwmmzm
IR | T I
Db 165 H&NNFOMZHM<<W”0VEImwmmm|OU

Qy 251 YEPPQVGTEFTTVLYNFMCNSSCVGG
R NI
Db 223 YEPPEVGSDCTTIHYNYMCNSSCMGG

Qy 311 ZUwX>UmUmHwXOO<mUMGNZODO€x
| HEEE N IR I |
Db 283 EUWZHMMZZMOxxONVO0MFvam>x

Qy 371 HKMZﬁbeNmmrmeO&bTOIQHm-|
EEN B 1l |
Db 340 WMXZ%OWFZM>FNPNU>O>FX>mMUm

Qy 425 RRETP 429
N
Db 389 KREGP 393

RESULT 7

DNHUS53

cellular tumor antigen p53 [validate
N;Alternate names: cellular phosphop
C:Species: Homo sapiens (man)
C;Date: 05-Oct-1988 #sequence_revisi
C;Accession: A25224; A43073; JT0436;
4905; 158354; 178850; I52681; S60153
R;Lamb, P.; Crawford, L.

Mol. Cell. Biol. 6, 1379-1385, 1986
A;Title: Characterization of the hum
A;Reference number: A25224; MUID:870
A;Accession: A25224

A;Molecule type: DNA

A;Residues: 1-393 <LAM>
A;Cross-references: EMBL:X01405; GB:
R;Buchman, V.L.; Chumakov, P.M.; Nin
Gene 70, 245-252, 1988

A;Title: A variation in the structur
A;Reference number: JT0436; MUID:891
A;Accession: A43073

A;Molecule type: DNA

A;Residues: 1-393 <BUC1>
A;Cross-references: EMBL:M22898; NID
A;Note: this 72-Arg allele appears t
A;Accession: JT0436

A;Molecule type: DNA

A;Residues: 1-71,'p’,73-393 <BUC2>
A;Cross-references: EMBL:M22898; NID
A;Note: this 72-Pro allele was found
R;Chumakov, P.M.; Almazov, V.P.; Jen
submitted to the EMBL Data Library,
A;Reference number: $40773
A;Accession: $S40773

A;Molecule type: DNA

A;Residues: 1-393 <CHU>
A;Cross-references: EMBL:X54156; NID

R;Matlashewski, G.; Lamb, P.; Pim, D.

EMBO J. 3, 3257-3262, 1984

A;Title: Isolation and characterizat
A;Reference number: 542669; MUID:851
A;Accession: S42669

A;Molecule type: mRNA

A;Residues: 101-393 <MKI1>
A;Cross-references: EMBL:X01405; NID
R;Zakut-Houri, R.; Bienz-Tadmor, B.;
EMBO J. 4, 1251-1255, 1985

A:Title: Human p53 cellular tumor an
A;Reference number: A22837; MUID:852
A;Accession: A22837

A;Molecule type: mRNA

A;Residues: 1-71,'P’,73-393 <2AK>

.
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OOH>vvmmbHm<mm2mm>0&<mcmHHQxOm<h<v 250
sV TRy dsgez) ) |
Q.r>vvomﬁHw<moz§=>M&bcbwoemm1m<<<v 222

szwvHrHH<ermezbno<h0xmomm>mHn>nvo 310

[T} 1l IR ¥
MNRRPILTIITLEDPSGNLLGRNSFEVRICACPG 282

mvwzoz&mmHOZHMHzxwwmmUUmrhxrv<wam 370
| Al : [1:: 1 ) RN
m>rveze|4nmmmvovxmquUmm<merNHwoom 339

-|n.enwOOOOOOmOmﬁPONEFrm>Omxzmr<wv 424
oo f:f ::
Q>mmm<rxmxx00mbmwbxx53 ........... 388

d] - human
rotein p53; oncoprotein p53; transformation suppresg

on 18-Nov-1994 #text_change 15-Sep-2000
540773; S42669; A22837; AS5060; A25397; B25397; S42

an p53 gene.
64416

M13121; GB:N00032; NID:g189460; PIDN:AAA59987.1; PIQ
kina, N.N.; Samarina, 0.P.; Georgiev, G.p.

e of the protein-coding region of the human p53 gend
08008

19189474
o be about 5 times more frequent than the 72-pro all

:9189474; PIDN:AAA59988.1; PID:g189476
in both normal and malignant cell lines

kins, J.R.

August 1990

:g35213; PIDN:CAA38095.1; PID:g35214
; Peacock, J.; Crawford, L.; Benchimol, s,

ion of a human P53 cDNA clone: expression of the hunf
26934

:1g35215; PIDN:CAA25652.1; PID:g642241
Givol, D.; Oren, M.

tigen: cDNA sequence and expression in COS cells.
30577

ﬂmnownmqoummwvuw.HwH
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A;Cross-references: EMBL:X02469; EMBL:M60950; NID:g35209; PIDN:CAA26306.1; PID:g35210
R;Harlow, E.; Williamson, N.M.; Ralston, R.; Helfman, D.M.; Adams, T.E.

Mol. Cell. Biol. 5, 1601-1610, 1985

A;Title: Molecular cloning and in vitro eéxpression of a cDNA clone for human cellular
A;Reference number: A55060; MUID:85267676

Aj;Accession: A55060

A;Molecule type: mRNA

A;Residues: H-QH\‘w\\uu.wwm\\:~_wq»-uow <HAR>

A;Cross-references: GB:K03199; NID:g189478; PIDN:AAAR59989.1; PID:g189479
A;Experimental source: clone pR4-2, cell line A431

R;Harris, N.; Brill, E.; Shohat, 0.; Prokocimer, M.; Wolf, D.; Arai, N.; Rotter, v.
Mol. Cell. Biol. 6, 4650-4656, 1986

A;Title: Molecular basis for heterogeneity of the human p53 protein.

A;Reference number: A93086; MUID:87089826

Aj;Accession: A25397

A;Molecule type: mRNA

A;Residues: 1-78,'T’,80-393 <HAR1>

A;Cross-references: EMBL:M14694; NID:g339813; PIDN:AAA61211.1; PID:g339814
Aj;Experimental source: clone p53-H-1, transformed hybridoma Sv-80 cell line
A;Accession: B25397

A;Molecule type: mRNA

A;Residues: 1-71,'P’,73-78,'T’,80-393 <HAR2>

A;Cross-references: EMBL:M14695; NID:g339815; PIDN:AAA61212.1; PID:g339816
A;Experimental source: clone P53-H-19, transformed hybridoma Sv-80 cell line
R;Matlashewski, G.J.; Tuck, S.; Pim, D.; Lamb, P.; Schneider, J.; Crawford, L.vV.
Mol. Cell. Biol. 7, 961-963, 1987

A;Title: Primary structure polymorphism at amino acid residue 72 of human p53.
A;Reference number: S42452; MUID:87144273

A;Accession: S42452

A;Molecule type: mRNA; DNA

A;Residues: 66-71,'P’',73-79 <MKI2>

A;Experimental source: clone lambda €113

A;Note: 72-Cys was also found, and appears to represent a polymorphism

Aj;Accession: $42453

A;Molecule type: mRNA; DNA

A;Residues: 66-79 <MKI3>

A;Experimental source: clone J6K

R;Farrell, P.J.; allan, G.J.; Shanahan, F.; Vousden, K.H.; Crook, T.

EMBO J. 10, 2879-2887, 1991

A;Title: p53 is frequently mutated in Burkitt’s lymphoma cell lines.

A;Reference number: I38082; MUID:92007731

A;Accession: I38082

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: Hrwmw\‘EFMHPmmzmen<2mHSZemeerchtommebxb>be\ 'VPPSTTTTCVTVPAWAA ' <F01>
A;Cross-references: EMBL:X60010; NID:g506432; PIDN:CAA42625.1; PID:g506433

A;Note: deletion of a ¢ nucleotide causes a frameshift at position 566

A;Accession: 138083

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-192,'R’,194-393 <F02>

A;Cross-references: EMBL:X60011; NID:g506434; PIDN:CAA42626.1; PID:g506435
A;Accession: 138084

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA
A;Residues: 1-393 <F03>
A;Cross-references: EMBL:X60012;
AjAccession: 138085

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-245,'T’,247-393 <F04>

A;Cross-references: EMBL:X60013; NID:g506438; PIDN:CAA42628.1; PID:g506439
A;Accession: I38086

Status: translated from GB/EMBL/DDBJ

olecule type: mRNA

A;Residues: 1-236,/I’,238-393 <F0S>

A;Cross-references: EMBL:X60014; NID:g506440; PIDN:CAA42629.1; PID:g506441
Aj;Accession: I38087

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-247,'Q’,249-393 <F06>

A;Cross-references: EMBL:X60015; NID:g506442; PIDN:CAA42630.1; PID:g506443
Aj;Accession: 138088

NID:g506436; PIDN:CAA42627.1; PID:g506437
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A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-71,'P’,73-237,’'Y’,239-393 <F07>

A;Cross-references: EMBL:X60016; NID:9506444; PIDN:CAA42631.1; PID:g506445
A;Accession: 138089

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-247,’Q’,249-393 <F08>

A;Cross-references: EMBL:X60017; NID:g506446; PIDN:CAA42632.1; PID:g506447
A;Accession: 138090

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-71,°P’,73-162,'H’,164-393 <F09>

A;Cross-references: EMBL:X60018; NID:g506448; PIDN:CAA42633.1; PID:g506449
A;Accession: 138091

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-212,’Q’,214-393 <F10>

A;Cross-references: EMBL:X60019; NID:g506450; PIDN:CAA42634.1; PID:g506451
A;Accession: I38092

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 1-253,'D’,255-393 <Fl1>

A;Cross-references: EMBL:X60020; NID:g506452; PIDN:CAA42635.1; PID:g506453
A;Note: all sequences submitted to the EMBL/GenBank/DDBJ databases June 1991
R;Futreal, P.A.; Barrett, J.C.; Wiseman, R.W.

Nucleic Acids Res. 19, 6977, 1991

A;Title: An Alu polymorphism intragenic to the TP53 gene.

A;Reference number: I138093; MUID:92107726

A;Accession: 138093

A;Status: translated from GB/EMBL/DDBJ

A:;Molecule type: DNA

A;Residues: 1-393 <FUT>

A;Cross-references: EMBL:X54156; NID:g35213; PIDN:CAA38095.1; PID:g35214
R;Yamada, Y.; Yoshida, T.; Hayashi, K.; Sekiya, T.; Yokota, J.; Hirohashi, S.; Nakatani)
Cancer Res. 51, 5800-5805, 1991 -

A;Title: p53 gene mutations in gastric cancer metastases and in gastric cancer cell lind
A;Reference number: A44905; MUID:92034678

A;Accession: A44905

A;Molecule type: DNA

A;Residues: 246-247,'W’,249-250 <YAM>

A;Cross-references: GB:S63157; NID:g237829; PIDN:AAB20140.1; PID:g237830
A;Note: sequence extracted from NCBI backbone (NCBIN:63157, NCBIP:63158)
A;Note: mutation from a liver metastasis of a gastric cancer

R;Hensel, C.H.; Xiang, R.H.; Sakaguchi, A.Y.; Naylor, S.L.

Oncogene 6, 1067-1071, 1991

A;Title: Use of the single strand conformation polymorphism technique and PCR to detect
A;Reference number: I58354; MUID:91296386

A;Accession: 158354

A;Status: preliminary; translated from GB/EMBL/DDBJ

A;Molecule type: DNA

A;Residues: 244-247,’W’,249-252 <HEN1>

A;Cross-references: GB:S41969; NID:g1679931; PIDN:AAB19324.1; PID:g232814
A;Accession: 178850

A;Status: preliminary; translated from GB/EMBL/DDBJ

A;Molecule type: DNA

A;Residues: 274-277,’S’,279-282 <HEN2>

A;Cross-references: GB:S41977; NID:g1679932; PIDN:AAB19325.1; PID:g232816
R;Chow, V.T.; Quek, H.H.; Tock, E.P.C.

Cancer Lett. 73, 141-148, 1993

A;Title: Alternative splicing of the p53 tumor suppressor gene in the Molt-4 T-lymphobld
A;Reference number: I152681; MUID:94036762

A;Accession: 152681

A;Status: translated from GB/EMBL/DDBJ

A;Molecule type: mRNA

A;Residues: 327-331, 'DQTSFQKENC’ <CHO>

A;Cross-references: GB:S66666; NID:g436292; PIDN:AAB28601.1; PID:g436293
A;Note: mutant sequence with altered splicing and termination expressed in Molt-4 T-lymg
R;Petersen, G.; Song, D.; Huegle-Doerr, B.; Oldenburg, I.; Bautz, E.K.F.
Mol. Gen. Genet. 249, 425-431, 1995 .

A;Title: Mapping of linear epitopes recognized by monoclonal antibodies with gene-fragmd
A;Reference number: S60151; MUID:96133682

A;Accession: S60153

us-09-670-568b-1.rpr
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A;Molecule type: DNA

A;Residues: 3-44 <PET>

R;Dang, C.V.; Lee, W.M.F.

J. Biol. Chem. 264, 18019-18023, 1989
A;Title: Nuclear and nucleolar targeting sequences of c-erb-A, c-myb, N-myc, p53, HSP

Query Match 30.1%; Score 717.5; DB 1; Length 393;
Best Local Similarity 41.2%; Pred. No. 6.7e-48;
Matches 156; Conservative 60; Mismatches 116; 1Indels 47; Gaps 9;
Qy 11 rmmm<mo=HzcwrmovHow<ovHurzw<umwmmco>eszmHmzuoHmzoumcrmcnzzm 70
e 1 | I | HER B
Db 14 rmomemwcbzzrrvm .......... NNVLSPLPSQAMDDLMLSPDDIEQWFTE--DP--- 58
Qy 71 o«azrnrrzmzoooHozommmemm«zeum>02m<q>vmv<>ovmwemu>rmv---.mv>H 126
s | I [ |
Db 59 ------cmcmcmooo- nvcm>vz:vm>>vz--<vw>v >>vev>>v>u>mmzmrmmm< 97

Qy 127 mmzeu<ﬂmv:mmU<mﬂOOmwe>Km>ese<meMFNXFKOOH>xaovHOHx<zevvvom><H 186

I T N S T A RS A N U
Db 98 mmOxenommxomxrowrmmoe»zm<eoemmw>rzxzmnor>xenu<orz<omemumoem< 157

Qy 187 w>3v<<zx>mm<em<<=wovz:mrmwmwzw®0~>vvmmFHm<MQZm:>O<<MDmHHQmOm 246

LUK RN A A A AN A
Db 158 w>z>H<xomomzem<<wxnw==m--mnmomomrvmmomrHm<mozrm<m«ruowzemm=m 215

Qy 247 <r<v<mvu0<oqmmae<r<zw30zmm0<omzzwwvHFHH<armewcao<rmwmowm>wHO 306

A SLULELE:ELELREeI 1=l [N
Db 216 <<<u<mmum<omcoqeH=<z<zozmmozma=zwmereHHarmommnzrrmmzmmm<w<o 275

Qy 307 >OmOwaK>UmUmHmxoo<momexzmum%xwvmez&:oHOZHmexmmmv-Ucmrb&rv 365

LT : e 2l [ I IR |
cc 276 ACPGRDRRTEEENLRKKGEPHHELPPGSTKRALPNNT - - - - SSSPQPKKKPLDGEYFTLQ 331

Qy 366 VRGRETYEMLLKIKESLEL 384
IR R Ak
Db 332 IRGRERFEMFRELNEALEL 350

RESULT 8

DNMSS3

cellular tumor antigen p53 - mouse

N;Alternate names: oncoprotein p53

C;Species: Mus musculus (house mouse)

C;Date: 28-Aug-1985 #sequence_revision 04-Oct-1996 #text_change 1l-May-2000
C;Accession: A22739; S06336; A02684; S38822; S38823; S40014; 148703

R;Bienz, B.; Zakut- :ocnw\ R.; Givol, D.; Oren, M.

EMBO J. 3, 2179-2183, 1984

A;Title: Analysis of the gene coding for the murine cellular tumour antigen vmu
A;Reference number: A22739; MUID:85027173

A;Accession: A22739

A;Molecule type: DNA

A;Residues: 1-134,’V’,136-390 <BIE>

A;Cross-references: GB:X00876; NID:g871420; PIDN:CAA25420.1; PID:g871421; GB:X01237;
R;Chumakov, P.M. X

Bioorg. Khim. 13, 1691-1694, 1987

A;Title: Primary structure of DNA complementary to murine oncoprotein p53 mRNA.
A;Reference number: S06336; MUID:88221682

A;Accession: S06336

A;Status: not compared with conceptual translation

A;Molecule type: mRNA

A;Residues: 1-134,’V’,136-390 <CHU>

R;Zakut-Houri, R.; Oren, M.; Bienz, B.; Lavie, V.; Hazum, S.; Givol, D.

Nature 306, 594-597, 1983

A;Title: A single gene and a pseudogene for the cellular tumour antigen p53.
A;Reference number: A02684; MUID:84068204

A;Accession: A02684

A;Molecule type: mRNA

A;Residues: 1-159,’H’,161-167,'G’,169-233,'I’,235-390 <ZAK>

A;Cross-references: GB:X01237; GB:K01700; NID:g53575

R;Arai, N.; Nomura, D.; Yokota, K.; Wolf, D.; Brill, E.; Shohat, O.; Rotter, V.
Mol. Cell. Biol. 6, 3232-3239, 1986

A;Title: Immunologically distinct p53 molecules generated by alternative splicing.
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A;Reference number: S$38822; MUID:87064640
AjAccession: 538822

A;Molecule type: mRNA

A;Residues: 1-390 <ARAl>

A;Cross-references: EMBL:M13872; NID:g200198;

AjAccession: $38823
A;Molecule type: mRNA

A;Residues: H-Hmu\~n-.Hmw|qu~\H.\wuw-umo <ARA2>

A;Cross-references: EMBL:M13873

R;Arai, N.; Nomura, D.; Yokota, K.; Wolf, D.;
Submitted to the EMBL Data Library, July 1988

A;Reference number: -S40014
A;Accession: S40014

A;Molecule type: mRNA

A;Residues: 1-167,’G’,169-390 <ARA3>

A;Cross-references: EMBL:M13873; NID:g200200;
R;Jenking, J.R.; Rudge, K.; Redmond, S.; wade

Nucleic Acids Res. 12, 5609-5626, 1984

A;Title: Cloning and eéxpression analysis of full

A;Reference number: I48703; MUID:84272240
A;Accession: 148703

A;Status: translated from GB/EMBL/DDBJ
AjMolecule type: mRNA

A;Residues: H.sv"m\\»m.ﬂm\\oz.\mmlwmo <RES>
A;Cross-references: EMBL:X00741; NID:g53570;

C;Superfamily: cellular tumor antigen p53

C;Keywords: apoptosis; cell division control; DNA binding;
F;1-44 /Domain: transcription activation #status predicted <

F;16-26/Region: conserved region I

F;99-289/Domain: DNA-binding core #status predicted <DBC>

F;108-121/Region: L1 loop
F;114-139/Region: conserved region II
F;160-192/Region: L2 loop
F;168-178/Region: conserved region III
w“wwu-nww\mmmpo:“ conserved region IV
F;233-248/Region: L3 loop .
F;267-283/Region: conserved region v
F;313-319/Region: nuclear location signal
F;319-357/Region: tetramer association

whu~w\wu.~m~wu~uq\mpsaw=m site: phosphate (Ser) (covalent
wnpqm\Hum\wum-mw\mwsa»=m site: zinc (Cys, His,
F;312/Binding site: phosphate (Ser) (covalent) (by cd
F;389/Binding site: phosphoryl-RNA (Ser) (covalent) #

Query Match 30.0%; Score 715;

Best Local Similarity 38.3%; Pred. No. le-47;
Matches 166; Conservative 62; Mismatches

Qy 2 mOmeOezmw-bmvm<momHSUWrmomHnm<OwHUFZ

Db 7 wowUHMPMrvbmomemOWerb .................

Qy 61 UmUrmUthv0~e2rQhFZmZUOOHOmemmHmT&ZHUE>Ozm<e|>vmn<>0vwmawc>
Db 41 -.uLUWbWF%% ........ memwwmov%m%rz<mmbm>>00v

Qy 120 LSPSPA-------- Hvwzeb<vhv:mﬁc<mwoomme>xm>429<memrsz<OOH>xeow
Db 82 n-%%%MHMZMmem«%%ONebOMZM %:WO%F%%Q%>%m<ZOH~mvmbzwwaOrb

Qy 172 Hon<zewvmon><Hmyzv<<xz>mm<em<<=xovz:mrmzmm
S FLb: 0 ch ey s :
Db 140 <orz<m>envwnmz<x>z>H«xme:Zem<<wzovm:m--'zom GDGL

Qy 231 Zm:>o<<m0vHGQwom<r<v<mwv0<nqMﬁee<r<ZWZanmO<Qm

Db 197 Zr<um&hmczoemw:m<<<v<MMvm>omm<eeu YKY.

Qy 291 zuoo<rnmwnwm>xuo>ommwomz>omcmHzxoo<mcmexzmumexxmm
(AN RN EER B

PIDN:AAA39881.1; PID:g200199

Brill, E.; Shohat, 0.; Rotter, v.

PIDN:AAA39882.1;

length mouse cDNa sequences encoding tH

PIDN:CAA25323.1;
C;Comment: This DNA-binding protein plays an essential role in
C;Comment: The tetramer association region ma

the regulation of cell dj
Yy exhibit a beta-turn, beta-sheet, beta-tud

homotetramer; phosphoprotein;

) #status predicted

Cys) #status predicted

c2 kinase) #status predicted
status predicted

ﬁ<DmvmeO>erHMHmZUOHNZO

GQ- IAPPSHLIRVEG

MNRRPILIIVTLET

MCNSSCMGGMNRRPILTIITLED

smnowumqonmmwvuw.HUH Page 6

Db 257 mmazrbowommm<w<0>0vomuwzemmm2mwxxm<rovmrvvmmbwarmen%...m>mv 313

Qy 351 Hzxwzmmoombrnrm<zmmme«m:rrxwmmmrmrzo<rvomaHm ............. TYR 397
e L I T YT [ |
Db 314 PQKKKPLDGEYFTLKIRGRK wmzmxmvzmwrmrxc---»:wemMmmcmm>=mm<rxezx uqo

Qy 398 QQQOQOHQHLLQK 410
| I
Db 371 GQSTSRHKKTMVK 383

RESULT 9

506594

cellular tumor antigen p53 - green monkey

C:Species: Cercopithecus aethiops (green monkey, grivet)

C;Date: 10-Sep-1999 #sequence_revision 10-Sep-1999 #text_change 10-Sep-1999
C;Accession: 506594

R;Rigaudy, P.; Eckhart, w.

Nucleic Acids Res. 17, 8375, 1989

A;Title: Nucleotide sequence of a cDNA encoding the monkey cellular phosphoprotein p5
A;Reference number: S06594; MUID:90045967

Aj;Accession: 506594

A;Molecule type: mRNA

A;Residues: 1-393 <RIG>

A;Cross-references: EMBL:X16384; NID:g22795; PIDN:CAA34420.1; PID:g22796
C;Superfamily: cellular tumor antigen p53

C;Keywords: apoptosis; cell division control; DNA binding; homotetramer; nucleus; pho
mnpqm\uqo\wum\w>m\mwsawsm site: zinc (Cys, His, Cys, Cys) #status predicted
F;392/Binding site: phosphoryl -RNA (Ser) (covalent) #status predictead

Query Match 30.0%; Score 714.5; DB 1; Length 393;
Best Local Similarity 41.2%; pPred. No. l.1le-47;
Matches 156; Conservative 63; Mismatches 113; Indels 47; Gaps 10;

Qy 11 ﬁm@m<wOIHSU@FmOUHOm<O@HUFZW<UmvmmUO$HZXHMHWZUOHWZOUWUFWUWZEV 70
Db 14 mwowewmom&xrwvm .......... bz«rm%rvm0%<mcmzmwmm ....... mr>--o&- 53
Qy 71 OKHZbObﬁZMZUOOHOZOWMM%MU&ZHUE>OZM<H>@MW<>Ommmqﬁc>ﬁm@|.llmﬂ> 126
Db 54 -m--eoaoao.o. remmnnvcmwwxzwm>%um--zﬁ%m%-%>%+v>>u%mw%mzwrwmw“ 97

Qy 127 wmzeu<vowmmmc<mmoomma>xm>e2e<wemrxxrwooH>xeomHon<zawmmom><H 186
i Podos be 0 ) o] fe:) PRt 1o g e
Db 98 PSQKTYHGSY mxrmmr=m0e>xm<eoe<mnurzxzwoor>xenv<orz<omemmmmmm< 157

Qy 187 w>2w<<Nxbmm<em<<xx0mZ:mﬁMWNMZMQOwavmmFHw<ngmm>0<<m0vHenx0m 246

[ ARl L N SSAUAANNRRY ol
Db 158 mwszwxomo:zem<<wmov=:m--zomumcor>vmomer<wozrw<m<mccmzewz:m 215

Qy 247 <r<v<mwvo<nemmqe<r<2qzozmmo<ooxzzszrHH<ermemcoo<roxzowm>mun 306
PP LI e ) ppqy LELTTEIE bt Voslbl ey
Db 216 <<<v<mmmm<omoneeH:<z<zozmmozoozzxvareHHermUmmmzrrmxzmmm<x<n 275

Qy 307 >nwomcwx>umomHwzoo<momezzmcoexxnmmoze:nHozemHzzwwmv.UUmrt«rv 365
TEVEIL: 2hes gy KA Ll I | |
Db 276 >ovowcwzemmmzmwzxnmmnmmrvvmmaxw>rvzze.,.-mmvamzxxerQmwmero uup

Qy 366 VRGRETYEMLLKIKESLEL 384
S I Y

Db 332 IRGRERFEMFRELNEALEL 350
RESULT 10
JC6176

tumor suppressor protein pS3 - Chinese hamster

C;Species: Cricetulus griseus (Chinese hamster)

C;Date: 11-Apr-1997 #sequence_revision 09-May-1997 #text_change 23-Jul-1999
C;Accession: JC6176

R;Lee, H.; Larner, J.M.; Hamlin, J.L.

Gene 184, 177-183, 1997

AjTitle: Cloning and characterization of Chinese hamster P53 CDNA.
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A;Reference number: JC6176; MUID:97183659

A;Contents: liver

A;Accession: JC6176

A;Molecule type: mRNA

A;Residues: 1-393 <LEE>

A;Cross-references: GB:U50395; NID:g1842229; PIDN:AAC53040.1; PID:g1842230
C;Comment: This protein is a multimer, it plays the central Howm in a complex DNA damag€
iption, and recombination by protein/protein interactions.

C:Genetics:

A;Gene: p53

C;Superfamily: cellular tumor antigen p53

C;Keywords: liver; tumor

Query Match 29.5%; Score 704; DB 2; Length 393;
Best Local Similarity 38.6%; Pred. No. 7.4e-47;
Matches 165; Conservative 69; Mismatches 134; 1Indels 60; Gaps 11;

Qy 11 LSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQDSDLSDPM-- 68
e s | 1o AN

Db 14 LSQETFSDLWKLL-------- PPNNVLSTLPSSDS--~~-~-=-~---~- IEELFLSENVTG 52

Qy 69 ZmO&qzrmrbzmzcooHoznmmmemv<2602>ozm<e APSPYAQPSSTFDALSPSPAIP 127

1o | | | Pee 1E 1| 2 (|
Db 53 WLEDSGGAL-~---- OO<>>>>>we uuuuuuu AEDPVTETPAPVASAPATPWPLSSS--VP 98

Qy 128 mZHO&vOv:mﬁc<mwOOmwe>xm>ete~memrwxPKOOH>xe0vHOHx<zevvvomv<Hw 187

S A N A S A S R N R AN ER R A T
Db 99 m«xemomcwamwromr:mme>xm<ane<mvmrzxrwoorvzanv<orz<zmemwmmgx<x 158

Qy 188 AMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQSV 247
I R N R T UL TEEETEE ) L.
Db 159 AMAIYKKLQYMTEVVRRCPHHERSSEGD- - SLAPPQHLIRVEGNLHAEYLDDKQTFRHSV 216

Qy 248 LVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARICA 307
AR R AN RN [ERNN) | AN
Db 217 VVPYEPPEVGSDCTTIHYNYMCNSSCMGGMNRRPILTIITLEDPSGNLLGRNSFEVRICA 276

Qy 308 nvmwcwz>0m0mHwz00<m0maxzmcmexwvwwoza:nHozamHxxmwwvccmrrxrv<w 367

i ¢ ) I l::: ] | | =
Db 277 CPGRDRRTEEKNFQKKGEPCPELPPKSAKRALPTNT- - - SSSPPPKKKTLDGEYFTLKIR 333

Qy 368 GRETYEMLLKIKESLELMQYLPQHTIE------ TYRQQQQQQHQHLLOKHLLSACFRNEL 421
Ilosel o el | | |
Db 334 m:mmmxzmomrzm>rmrzo»o>mxommczn>=mm<rxmxxnom>mmrxxrzH ........ 385

oy 422 VEPRRETP 429
N
Db 386 ---KREGP 390

RESULT 11

S$38824

cellular tumor antigen p53, minor splice form - mouse

C;Species: Mus musculus (house mouse)

C;Date: 13-Jan-1995 #sequence_revision 13-Jan-1995 #text_change 23-Jul-1999
C;Accession: S38824; 535478

R;Arai, N.; Nomura, D.; Yokota, K.; Wolf, D.; Brill, E.; Shohat, O.; Rotter, V.
Mol. Cell. Biol. 6, 3232-3239, 1986

A;Title: Immunologically distinct pS53 molecules generated by alternative splicing.
A;Reference number: S38822; MUID:87064640

A;Accession: 538824 -
A;Molecule type: mRNA
A;Residues: 1-381 <ARA>
A;Cross-references: GB:M13874; NID:g200202; PIDN:AAA39883.1; PID:g200203 -
R;Han, K.A.; Kulesz-Martin, M.F.

Nucleic Acids Res. 20, 1979-1981, 1992

A;Title: Alternatively spliced p53 RNA in transformed and normal cells of different tisd
A;Reference number: S35478; MUID:92253421

A;Accession: S35478

A;Status: nucleic acid sequence not shown; translation not shown

A;Molecule type: mMRNA

A;Residues: 1-381 <HAN>

us-09-670-568b-1.rpr

Page 7

A;Cross-references: EMBL:M13874; NID:9200202; PIDN:AAA39883.1; PID:g200203
A;Note: the nucleotide sequence was submitted to the EMBL Data Library, July 1988

C;Comment: This sequence, produced by alternative splicing of the tenth intron, lacks

s not known.

C;Superfamily: cellular tumor antigen p53

C;Keywords: alternative splicing; phosphoprotein; zinc

F;1l-44/Domain: transcription activation #status predicted <TRA>
F;16-26/Region: conserved region I

F;99-289/Domain: DNA-binding core #status predicted Aomov

F;108-121/Region: L1 loop

F;114-139/Region: conserved region II

F;160-192/Region: L2 loop

F;168-178/Region: conserved region III

F;231-252/Region: conserved region IV

F;233-248/Region: L3 loop

F;267-283/Region: conserved region V

F;313-319/Region: nuclear location signal

F;319-357/Region: tetramer association

F;7,9,12,18,23,37/Binding site: phosphate (Ser) (covalent) #status predicted
F;173,176,235,239/Binding site: zinc (Cys, His, Cys, Cys) #status predicted
F;312/Binding site: phosphate (Ser) (covalent) (by cdc2 kinase) #status predicted

Query Match 29.5%; Score 702; om.mh
Best Local Similarity 40.4%; Pred. No. le-46;
Matches 159; Conservative 58; Mismatches 113; 1Indels 64; Gaps 11;

Length 381;

oy 2 SQSTQTNEF-LSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMO 60
Db 7 meonrmrwwwomemmor&zrp ................. PoED-- - TLpSPHE- - 40
Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVT-APSPYAQPSSTFDA 119
Db 41 ---NDDLLLPG-- - - DVEEFEHGPSEALRVSGAPAAUDPYVIETDGRVA- - -~ - - 81
Qy 120 LSpPSPA-------- IPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCP 171
Db 82 --BAPATPHPLSSFVESQKTYONYGEHLGELOSGRARSYNCTYSPPLNKLEFQIAKTC 139

Qy 172 HOHx<Zevmvom><Hm>3v<<xx>mm<qm<<wmovamrmwmmzmmo IAPPSHLIRVEG 230

B It b AR
Db 140 <0r£<m>ﬁmmwmmw<m>z>H&Nxmomzem<<wmnv:=m..umnmcmonb>vv0:er<mO 196

Qy 231 zm=>O<<mbvHeowom<b<v<mvv0<oem1ae<bwzw202wm0<onxzwvaFHH<erme 290

| slall bl Pl Tele e Dot I e a1l
Db 197 zrmvm<rmozoemm:m<<<nmmmnm»@mm«eeHmmxmzozmmnzomzzxmerqHHermo 256

Qy 291 zomo<rommomm>mH0>nvoxcwz>cmumwaoo<mUmexzoomezmvmwozemnHozem 350

! IS le sl Iteel Il [
Db 257 mwozrrmwUmmm<x<n>0uowommemmmzmmxxm<r0vmrwvmmwxx>rvene...m>mv 313

Qy 351 IKKRRSPDDELLYLPVRGRETYEMLLKIKESLEL 384
A Posblbe ol e 1el) ]
Db 314 moxxxvhomm&marxHWOZNWHMZMDMFZMbFMF 347

RESULT 12

JC6193 .

tumor suppressor p53 - rabbit

C;Species: Oryctolagus cuniculus (domestic rabbit)

C;Date: 11-Apr-1997 #sequence_revision 09-May-1997 #text_change 20-Jun-2000
C;Accession: JC6193

R;Le Goas, F.; May, P.; Ronco, P.; de Fromentel, C.C.

Gene 185, 169-173, 1997

A;Title: cDNA cloning and immunological characterization of rabbit p53.
A;Reference number: JC6193; MUID:97208869

A;Accession: JC6193

A;Molecule type: mRNA

A;Residues: 1-391 <LEA>

A;Cross-references: EMBL:X90592; NID:g1532043; PIDN:CAA62216.1; PID:g1532044
C;Genetics:

A;Gene: p53

C;Superfamily: cellular tumor antigen pS3
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C;Keywords: tumor

cmuowumqoummmU|H.HvH

Query Match 29.4%; Score 699.5; DB 2; Length 391;
Best Local Similarity 39.5%; pPred. No. 1.6e-46; .
Matches 156; Conservative 56; Mismatches 102; 1Indels 81; Gaps 10;

Qy 11 rmum<wO:H20mr.moanm<O-.-vHO ........ er<DmvmmUQ>szHMHMZUOHm 58

Db 14 NWOMH%mDW&thvMZZWFmemrzvw@%cbrm>m0<>bﬁmbMDvmmm ............. 60

Qy 59 zoomcrmcm22v0<ezrmbbszUooHOZQMmmemv<zeum>02m<e>vmv<>ovmmemc 118

Db 61 teeeelRVBeseo AAPAPEA-bapanD 77

Qy 119 AL-SPSPA-------- Hvmzqcmvmv:mm0<mmoomme>mm>e2€<mamrxxb<OOH>Ne 169

Db 78 ALAAPAPATSWPLSSSVOLQKT NS PRLGRLISGTAKSVECH st AL 137

Qy 170 ovHOHx<Zevvw00><Hm>Zv<<xx>mm<em<<xxnvzmmbmwmmzm00H>mvmmme<m 229

Db 138 0v<0b2<quvwvmﬂw<w>Z>H&xxmom:em<<ww0vm:m-nz0m0m00b>vm0:wa<m 195

Qy 230 nzw:>O<<MUWHHOm0m<h<v<mvv0<OSMWHe<r<ZmZOZMmD<QQZZ”%WHFHH<Hrm 289

[ EIRRE il ARAEIEANY

Db 196 OZwam<PUszemmmm<<<v&mvvm<mmWOHHHI&Z&ZOZWMOZOQZZ%”UHFQHHHFM 255

Qy 290 e2000<b0ww0mm>wHO>0@QNU%N>UmUmHwzoo<mcmeNZOOOﬂxWVMZOZHIOHOZH 349

Posllt 0 tepntntng: HEEIE |

Db 256 Ummnzvrmxzmww<w<0>0vox0xwemmmzwwwﬂﬂmmnvmrvvmmmethe%e--ecmw 313

Qy 350 SIKKRRSPDDELLYLPVRGRETYEMLLKIKESLEL 384
l:: ] ) Posllll sl o ey
Db 314 PQTRKKPLDGEYFILKIRGRERFEMFRELNEALEL 348

RESULT 13
146226

cellular tumor antigen p53 - dog (fragment)
C;Species: Canis lupus familiaris (dog)

C;Date: 21-Feb-1997 #sequence_revision 21-Feb-1997 #text_change cmMmeuuooo

C;Accession: 146226

R;Devilee, P.; van Leeuwen, I.S.; Voesten, A.; Rutteman, G.R.; Vos, J.H.; Cornelisse, C,

Anticancer Res. 14, 2039-2046, 1994

A;Title: The canine P53 gene is subject to somatic mutations in thypoid carcinoma.

A;Reference number: I146226; MUID:95150524
A;Accession: 146226

A;Status: preliminary; translated from GB/EMBL/DDBJ
A;Molecule type: DNA

A;Residues: 1-77 <DEV>

A:Cross-references: GB:L27630; NID:g508454; PIDN:AAC37327.1;
C:Genetics:

A;Gene: pS53

A;Introns: 24/1; 61/3

C:Superfamily: cellular tumor antigen p53

Query Match
Best Local Similarity
Matches 47;

10.9%; sScore 259.5; pp 2;
60.3%; Pred. No. 1.8e-13;
Conservative 16; Mismatches 14;

Indels 1;

PID:g508455

Length 77;

Gaps 1;

Qy 194 xbm:<em<<nwOvz:mbmNMWZMOOH>vvmmrHz<mozm:>0<<mUvHenx0m<b<vwmm mmw

I 411 AN Sl LD TV ey

[IAELERRR

Db 1 xmmw<em<<ww0vm=mw0mvmmuo.r>mv0thw<MQZFw>x<ﬁ DRYTFRHSVVVPYEP 59

Qy 254 PQVGTEFTTVLYNFMCNS 271
[l sclds gy

Db 60 PEVGFDYTTIHYNYMCNS 77
RESULT 14
T42730

Bassoon protein - mouse

Page 8

C;Species: Mus musculus (house mouse)

C;Date: 11-Jan-2000 #sequence_revision 11-Jan-2000 #text_change 21-Jul-2000
C;Accession: T42730

R;Dieck, S.; Sanmarti-vila, L.; Langnaese, K.; Richter, K.; Kindler, s.; soyke, A.; W
J. Cell Biol. 142, 499-509, 1998

A;Title: Bassoon, a novel zinc-finger CAG/Glutamine-repeat protein selectively locali
A;Reference number: 222249; MUID:98345363

Aj;Accession: T42730

A;Status: preliminary; translated from GB/EMBL/DDBJ

A;Molecule type: DNA

A;Residues: 1-3942 <pIE>

A;Cross-references: EMBL:Y17034; NID:93413809; PIDN:CAA76598.1; PID:g3413810
A;Experimental source: strain 129 svJ

C;Genetics:

AjMap position: 9r1

A;Introns: 72/2; 208/3; 505/3; 675/3; 2889/3; 3582/1; 3851/3; 3886/1; 3930,1

A;Note: bassoon

C;Function:

A;Description: may be involved in cytomatrix organization at the site of neurotransmi
A;Note: component of the presynaptic cytoskeleton

C;Keywords: coiled coil; zinc finger

Query Match 4.8%;
Best Local Similarity 21.2%;
Matches 113; Conservative 61;

Score 114.5;
Pred. No. 7.3;
Mismatches 190;

DB 2; Length 3942;

Indels 169;
Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPT ~ - - - - CSVQPIDLNFVDEPSED -~~~ -~ 44

ol i R E ot [
Db 2038 rnonr0<nmmeu--.rwmuacrrm:nrmrmw<mm<mzH<mc:x<muwac><omom>mr>o 2094

Qy 45 -o»ezxHmHmzoonzoomormomzzmouezrnrrzmzcoo-Hoznmmmemv--‘.<zeo 98
I N Lt el |

Db 2095 YSATTAREISRMC---~----nnoeoooo . AALNSMDQYGGRHGSGSGGPDLVQYQPQ 2135

Qy 99 HAQNSVTAPSPYAQPSS---- - - TFDALSPSPAIPSNTDYPGPHSFDVSFQOSSTAKSAT 152

| 2i | | i : I | 1 o s i
Db 2136 mmm-mrmwmomrwnrwmorrnzme<umnOmm.‘.uozr»04nu>>mo>a»<xorrvme>e 2191

QY 153 ------ WTYSTELKKLYCQIAKTCPIQIK - - -VMTPPPQGAVIRAMPVYKKAEHVTEVVK 203
Db 2192 <z>>cmth%%-.--mZgmh%>%rwbqemv>m«wxwz<mmmm~% ........ wm«mmmoe 2239
QY 204 RCPNHELSREFNEGQIAP- - - - - PSHLIRVEGNSHAQYVEDPITGRQSVLVPYE-PPQVG 257
Db 2240 »<%remm$%---<wzbw%w<mroww p~%<m>mmw ...... ww>.-.mm«wm>mow<<mm 2287
Qy 258 TEFTTVLYNFMCNSSCYGGMNRRPILI IVTLETRDGQVLGRRCFEARICACEG - - - - - - - 310
Db 2288 KPAAD------- xwmn>mmmu%ummv>o«>zwmmmmee>m><Hxm%m«>vw%mv>v>vmn 2340
QY 311 smmmeeeeeee L. RDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQ 347
Db 2341 ooxv»nm»>>ommmocrmxv»mmmmm>w0%%»o%xomm ..................... m 2379
QY 348 MPSIKKRRSPDDELLYLPV--~----—- . RGRETYEMLLKIKESLELMOYLPQHTIET 395

| : :
QTIKQHVLQ- 2436

: HE He | | | {:
Db 2380 LLQLERERVELEK

hmObmbommbmwmw<mrow:mmmm0bh.;¢Obﬁh0mr

Qy 396 %xOOOOOOEOIrhox:hrm>0@mZmr<MMNNMHvxomo<mwwmmzmmzww<<v 448
N R | Il | : ol B | : | HEREY
Db 2437 uooommx0>0w>b0wmor>0-.OerbmoHDOFOOOFOFOFMHONO%OX}U@@ Npmm

RESULT 15

732008

hypothetical protein K10G6.3 - Caenorhabditis elegans

C;Species: Caenorhabditis elegans

C;Date: 29-0Oct-1999 #sequence_revision 29-0Oct-1999 #text_change 29-0Oct-1999
C;Accession: T32008

R;Davidson, S.; Wohldmann, P.; Mullen, G.

submitted to the EMBL Data Library, July 1997

A;Description: The Sequence of C. elegans cosmid K10G6.
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A;Reference number: 221111

A;Accession: T32008

A;Status: preliminary; translated from GB/EMBL/DDBJ
A;Molecule type: DNA

A;Residues:

1-1819 <DAV>

A;Cross-references: EMBL:AF016669; PIDN:AAB66098.1; GSPDB:GN00020; CESP:K10G6.3
A;Experimental source: strain Bristol N2; clone K10G6

C;Genetics:

A;Gene: CESP:K10G6.3

A;Map position: 2

A;Introns: 41/2; 191/2; 556/2; 701/2; 1645/2; 1700/2; 1768/1; 1797/3

Query Match 4.7%; Score 111.5; DB 2; Length 1819;

Best Local Similarity 19.4%; Pred. No. 4.2;

Matches 76; Conservative 65; Mismatches 153; 1Indels 97; Gaps 15;
Qy 84 QIQNGSSSTSPYNTDHAQNS--VTAP- wv<b0vmmemo>rmvmv>vazeO<vovmmm0< 140
Db 749 w«>>mwwwzww>mmvvmmvwav>%%w>m%xrm>wowm0vho>v%omP1m% ...... +>ee 802
Qy 141 SFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTE 200
Db 803 %mqwm$<vuw<>za22%M%>0PHmmszmoa%mmmwmmmze<mc>r%%OO:OOMzcooHo 862
Qy 201 V------ VKRCPNHELSREFNEGQIAPPSHLI-------- m<m02m=>0&<mUvHenmom 246
Db 863 HOﬂooooom%mombooooowowHvvw%%zvwWZO<OZ@@OOGO$POPOZO@VZ%*.-%%v 920
Qy 247 VL--VPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVT- - - -LETRDGQVLGRRC 300
Db 921 hhbmv%vv%%zxmrH ................. mmxzeUM<rH%mmvr>WwZW>wu.-%%m 960
Qy 301 FEARICA------=-~-c=---- CPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHG 345
Db 961 mmmr«><emevrvvHorvowmo>vwwm%ooooomv<><W@ommommrmwzermebvhz 1020
Qy 346 IQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQOQQ--QQQ 403
Db 1021 QQ---nmnmnemmmmeemnnas GOHOMLHGSGMNYOVOQ VY- ~VORVOROONLONG 1056
Qy 404 HQHLLQKHLLSACFRNELVEPRRETPKQSDV 434
Db 1057 HHHOQOHHQ--- - -QNGOOAPGNRSRSHENY 1082

Search completed: August 8, 2001, 01:37:49
Job time: .

4655 sec

cmucwumqoummwvuw.HwH
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34 111.5 4.7 808 1 FTFB_DROME Q05192 drosophila
GenCore version 4.5 35 109 4.6 4273 1 PKSM_BACSU P40872 bacillus su
Copyright (c) 1993 - 2000 Compugen Ltd. 36 107 4.5 1912 1 PTPD_HUMAN P23468 homo sapien
’ 37 106 4.4 490 1 CHE1_HUMAN 000409 homo sapien
38 105.5 4.4 385 1 SDC_DROME P49415 drosophila
OM protein - protein search, using sw model 39 105 4.4 766 1 SFL1_YEAST P20134 saccharomyc
40 104.5 4.4 1703 1 SNF2_YEAST P22082 saccharomyc
Run on: August 8, 2001, 01:35:41 ; Search time 51.14 Seconds 41 103.5 4.3 1507 1 SIMA_DROME Q24167 drosophila
(without alignments) 42 102 4.3 590 1 HMAA_DROME P29555 drosophila
300.087 Million cell updates/sec 43 102 4.3 628 1 V70K_TYMVC P28478 turnip yell
44 101 4.2 670 1 ATF6_HUMAN P18850 homo sapien
Title: US-09-670-568B-1 45 99.5 4.2 1165 1 GAP1_DROME P48423 drosophila
Perfect score: 2383
Sequence: 1 MSQSTQTNEFLSPEVFQHIW....... .. .PKOSDVFFRHSKPPNRSVYP 448
ALIGNMENTS
Scoring table: BLOSUM62
Gapop 10.0 , Gapext 0.5
RESULT 1
Searched: 93435 seqs, 34255486 residues . P73_HUMAN
ID P73_HUMAN STANDARD; PRT; 636 AA.
Total number of hits satisfying chosen parameters: 93435 AC  015350; 015351; QI9NTKS;
. DT 01-0CT-2000 (Rel. 40, Created)
Minimum DB seq length: 0 DT 01-0CT-2000 (Rel. 40, Last sequence update)
Maximum DB seq length: 2000000000 DT 01-0CT-2000 (Rel. 40, Last annotation update)
DE  TUMOR PROTEIN P73 (P53-LIKE TRANSCRIPTION FACTOR) (P53-RELATED
Post-processing: Minimum Match 0% DE PROTEIN}).
Maximum Match 100% GN TP73 OR P73.
Listing first 45 summaries (o1 Homo sapiens (Human).
C ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Database : SwissProt_39:+* OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
OX  NCBI_TaxID=9606;
Pred. No. is the number of results predicted by chance to have a RN [1]
score greater than or equal to the score of the result being printed,; RP SEQUENCE FROM N.A. (ISOFORMS ALPHA AND BETA).
and is derived by analysis of the total score distribution. ’ RC TISSUE=Colon;
RX  MEDLINE=97433090; PubMed=9288759;
SUMMARIES : RA Kaghad M., Bonnet H., Yang A., Creancier L., Biscan J.-C., Valent A.,
2 RA  Minty A., Chalon P., Lelias J.-M., Dumont X., Ferrara P., McKeon F.,
Result Query RA Caput D.;
No. Score Match Length DB 1D . Description RT "Monoallelically expressed gene related to p53 at 1p36, a region
.......................................................... RT frequently deleted in neuroblastoma and other human cancers.";
1 1297.5 54.4 636 1 P73_HUMAN 015350 homo sapien RL  Cell 90:809-819(1997).
2 1296.5 54.4 637 1 P73_CERAE Q9xsk8 cercopithec RN [2]
3 847.5 35.6 396 1 P53_ONCMY P25035 oncorhynchu RP SEQUENCE FROM N.A. (ISOFORM ALPHA).
4 819.5 34.4 369 1 P53_BARBU Q9w678 barbus barb RX  MEDLINE=99289209; PubMed=10362363; .
5 805.5 33.8 373 1 P53_BRARE P79734 brachydanio RA Yoshikawa H., Nagashima M., Khan M.A., McMenamin M.G., Hagiwara K.,
6 800 33.6 376 1 PS53_ICTPU 093379 ictalurus p RA Harris C.C.;
7 777.5 32.6 363 1 P53_XENLA P07193 xenopus lae RT "Mutational analysis of p73 and p53 in human cancer cell lines.";
8 776 32.6 367 1 P53_TETMU Q9w679 tetraodon m RL Oncogene 18:3415-3421(1999).
9 770 32.3 386 1 P53_FELCA P41685 felis silve RN (3] )
10 767 32.2 386 1 P53_PIG Q9tub2 sus scrofa RP SEQUENCE FROM N.A. (ISOFORM ALPHA).
11 764.5 32.1 367 1 PS53_CHICK P10360 gallus gall RX MEDLINE=98389621; PubMed=9721206;
12 753.5 31.6 381 1 P53_CANFA Q29537 canis famil RA Mai M., Huang H., Reed C., Qian C., Smith J.S., Alderete B.,
13 746 31.3 351 1 P53_ORYLA P79820 oryzias lat RA Jenkins R., Smith D.I., Liu W.;
14 741.5 31.1 386 1 P53_BOVIN Q29628 bos taurus RT "Genomic organization and mutation analysis of p73 in
15 736 30.9 391 1 P53_MARMO 036006 marmota mon RT oligodendrogliomas with chromosome 1 p-arm deletions.";
16 732 30.7 391 1 P53_RAT P10361 rattus norv RL Genomics 51:359-363(1998).
17 730.5 30.7 391 1 P53_CAVPO Q9wuré cavia porce RN {4] .
18 729.5 30.6 393 1 PS53_TUPGB Q9ttal tupaia glis RP SEQUENCE FROM N.A. (ISOFORMS GAMMA AND DELTA).
19 727.5 30.5 382 1 PS53_SHEEP P51664 ovis aries RC  TISSUE=Neuroblastoma; .
20 719.5 30.2 396 1 P53_MESAU Q00366 mesocricetu RX MEDLINE=99021697; PubMed=9802988;
21 718 30.1 366 1 P53_PLAFE 012946 platichthys RA  De Laurenzi V., Costanzo A., Barcaroli D., Terrinoni A., Falco M.,
22 717.5 30.1 393 1 ' PS53_HUMAN P04637 homo sapien RA Annicchiarico-Petruzzelli M., Levrero M., Melino G.;
23 715.5 30.0 393 1 PS53_MACFA P56423 macaca fasc RT "Two new p73 splice variants, gamma and delta, with different
24 715 30.0 360 1 PS3_MOUSE P02340 mus musculu RT transcriptional activity.";
25 714.5 30.0 393 1 PS53_CERAE P13481 cercopithec RL J. Exp. Med. 188:1763-1768(1998).
26 713.5 29.9 393 1 P53_MACMU P56424 macaca mula RN (5]
27 710.5 29.8 342 1 P53_XIPHE 057538 xiphophorus RP SEQUENCE FROM N.A. (ISOFORMS EPSILON AND ZETA).
28 709.5 29.8 342 1 PS5S3_XIPMA Q92143 xiphophorus RC TISSUE=Lymphocytes, Breast cancer, Hepatoma, and Skin;
29 708 29.7 393 1 P53_CRIGR 009185 cricetulus RX MEDLINE=99310938; PubMed=10381648;
30 699.5 29.4 391 1 PS5S3_RABIT Q95330 oryctolagus RA De Laurenzi V., Catani M.V., Terrinoni A., Corazzari M., Melino G.,
31 696 29.2 314 1 PS53_SPEBE . Q64662 spermophilu RA Costanzo A., Levrero M., Knight R.A.;
32 689.5 28.9 280 1 PS3_HORSE P79892 equus cabal RT "Additional complexity in p73: induction by mitogens in lymphoid cells
33 591.5 24.8 207 1 P53_EQUAS Q29480 equus asinu RT and identification of two new splicing variants epsilon and zeta.";
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Cell Death Differ. 6:389-390(1999).

[6]

SEQUENCE FROM N.A. (ISOFORM KAPPA).

Thomas D.; -

Submitted (MAY-2000) to the EMBL/GenBank/DDBJ databases .

{71

PHOSPHORYLATION (ISOFORMS ALPHA AND BETA) .

MEDLINE=99318135; PubMed=10391251;

Yuan 2.-M., Shioya H., Ishiko T., Sun X., Gu J., Huang Y., Lu H.,

Kharbanda S., Weichselbaum R., Kufe D.;

"p73 is regulated by tyrosine kinase c-aAbl in the apoptotic response

to DNA damage."; .

Nature 399:814-817(1999).

[8]

ERRATUM.

Yuan 2.-M., Shioya H., Ishiko T., Sun X., Gu J., Huang Y., Lu H.,

Kharbanda S., Weichselbaum R., Kufe D.;

Nature 400:792-792(1999).

[9]

FUNCTION.

MEDLINE=99217940; PubMed=10203277;

Kaelin W.G. Jr.;

"The emerging p53 gene family.";

J. Natl. Cancer Inst. 91:594-598(1999).

[10]

STRUCTURE, BY NMR OF 439-506.

MEDLINE=99380160; PubMed=10449409;

Chi S.W., Ayed A., Arrowsmith C.H.;

"Solution structure of a conserved C-terminal domain of P73 with

structural homology to the SAM domain.";

EMBO J. 18:4438-4445(1999).

-!- FUNCTION: PARTICIPATES IN THE APOPTOTIC RESPONSE TO DNA DAMAGE.
WHEN OVERPRODUCED, ACTIVATES TRANSCRIPTION FROM P53-RESPONSIVE
PROMOTERS AND INDUCES APOPTOSIS. MAY BE A TUMOR SUPPRESSOR
PROTEIN.

-!- SUBUNIT: THE C-TERMINAL OLIGOMERIZATION DOMAIN BINDS TO THE ABL
TYROSINE KINASE SH3 DOMAIN. ISOFORM BETA INTERACTS HOMOTYPICALLY
AND WITH P53, WHEREAS ISOFORM ALPHA DOES NOT. ISOFORM GAMMA
INTERACTS HOMOTYPICALLY AND WITH ALL P73 ISOFORMS. ISOFORM DELTA
INTERACTS WITH ISOFORM GAMMA, ALPHA, AND HOMOTYPICALLY.

-1- SUBCELLULAR LOCATION: NUCLEAR.

-1~ ALTERNATIVE PRODUCTS: 7 ISOFORMS; ALPHA (SHOWN HERE), BETA, GAMMA ,
DELTA, EPSILON, ZETA AND KAPPA; ARE PRODUCED BY ALTERNATIVE
SPLICING. THE SPLICING OF EXON 11 IN GAMMA AND EPSILON ISOFORMS
RESULTS IN A FRAMESHIFT FROM THE ORIGINAL READING FRAME. THE
SPLICING OF EXON 13 IN EPSILON ISOFORM REVERTS THE READING FRAME
TO THE ALPHA ISOFORM.

-!- TISSUE SPECIFICITY: BRAIN, KIDNEY, PLACENTA, COLON, HEART, LIVER,
SPLEEN, SKELETAL MUSCLE, PROSTATE, THYMUS AND PANCREAS.

-!- INDUCTION: NOT INDUCED BY DNA DAMAGE.

~!- DOMAIN: POSSESES AN ACIDIC TRANSACTIVATION DOMAIN, A CENTRAL DNA
BINDING DOMAIN AND A C~TERMINAL OLIGOMERIZATION DOMAIN THAT BINDS
TO THE ABL TYROSINE KINASE SH3 DOMAIN.

.~!- DISEASE: MAPS TO A CHROMOSOME REGION FREQUENTLY MUTATED IN DIVERSE
CELL LINES OF HUMAN CANCER. APPEARS NOT TO BE FREQUENTLY MUTATED
IN HUMAN CANCERS, IN CONTRAST TO P53. HEMIZYGOSITY IS OBSERVED IN
NEUROBLASTOMA AND OLIGODENDROGLIOMA .

-!- SIMILARITY: BELONGS TO THE P53 FAMILY.

This SWISS-PROT entry is copyright. It is produced through a collaboration
between the Swiss Institute of Bloinformatics and the EMBL outstation -
the European Bioinformatics Institute. There are no restrictions on its
use by non-profit institutions as long as its content is in no way
modified and this statement is not removed. Usage by and for commercial
entities requires a license agreement (See :wnv“\\stt.Mmc-mww.nr\mssocsnm\
or send an email to licensee@isb-sib.ch).

EMBL; Y11416; CAA72220.1; -.

EMBL; Y11416; CAA72221.
EMBL; Y11416; CAA72219.1; -.
EMBL; AF077628; AAC61887.1; -.
EMBL; AF077616; AAC61887.1; JOINED.
EMBL; AF077617; AAC61887.1; JOINED.
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DR EMBL; AF077618; AAC61887.1; JOINED.
DR EMBL; AF077619; AAC61887.1; JOINED.
DR EMBL; AF077620; AAC61887.1; JOINED.
DR EMBL; AF077621; AAC61887.1; JOINED.
DR AF077624; AAC61887.1; JOINED.
DR AF077625; AAC61887.1; JOINED.
DR AF077626; AAC61887.1; JOINED.
DR AF077627; AAC61887.1; JOINED.
DR AF079094; AAD39696.1; -.

DR AF079082; AAD39696.1; JOINED.
DR AF079083; AAD39696.1; JOINED.
DR AF079084; AAD39696. JOINED.
DR AF079085; AAD39696. JOINED.
DR AF079086; AAD39696. JOINED.
DR AFQ079087; AAD39696. JOINED.
DR AF079088; AAD39696. JOINED.
DR AF079089; AAD39696.1; JOINED.
DR AF079090; AAD39696.1; JOINED.
DR AF079091; AAD39696.1; JOINED.
DR AF079092; AAD39696.1; JOINED.
DR AF079093; AAD39696.1; JOINED.
DR AL136528; CAB92742.1; -.

DR 1COK; 17-AUG-99.

DR MIM; 601990; -.

DR InterPro; IPR002117; -.

DR Pfam; PF00870; PS3; 1.

DR PRINTS; PR00386; P53SUPPRESSR.
DR PROSITE;. PS00348; P53; 1.
KW Transcription regulation; Activator; DNA-binding; Anti-oncogene;

KW Apoptosis; Nuclear protein;

KW 3D-structure.

Qy 54 MDCIRM

Phosphorylation; Alternative splicing;

FT DOMAIN 1 46 TRANSACTIVATION (BY SIMILARITY).
FT DOMAIN 1 55 ASP/GLU-RICH (ACIDIC).
FT DOMAIN 287 304 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL).
FT DOMAIN 346 435 MEDIATES OLIGOMERIZATION (POTENTIAL).
FT DOMAIN 168 171 POLY-PRO.
.FT DOMAIN 391 394 POLY-GLN.
FT DOMAIN 483 486 POLY -PRO.
FT DOMAIN 131 310 DNA-BINDING (POTENTIAL) .
FT MOD_RES 99 - 99 PHOSPHORYLATION (BY ABL; ISOFORM BETA) .
FT VARSPLIC 282 282 G -> GNTRCRHWVLCGDRGLSRPVLQGPSG (IN
FT ISOFORM KAPPA) .
FT VARSPLIC 495 636 mmbenbonvznmmxwemOQPOmHﬂerZFHHmcro>rvam
FT O&NZ@HZNOFOUFxOOmO<mebOObbmmmz>>eHmHOOmnm
FT howoz<zm><mmz<wmeHeHwzwnov000v0m2>cwnwcrv
FT DCKARKQPIKEEFTEAEIH -> RTWGP (IN ISOFORM
FT BETA) .
FT VARSPLIC 400 476 mmrovmmwmv<rmv:zx<:omZZxrvm<zor<novmvmwm>
FT >evzrnv<num:rzz:n:><v>znm2mmm:w>om:< => P
FT wo>oon20wm>moowxomoovozm<=mrn<vr:m>awrvww
FT PQPRQFFNRIGVSKLHRVFHLPRVTEHLPPAEPDH (IN
FT ISOFORM GAMMA) .
FT VARSPLIC 477 636 MISSING (IN ISOFORM GAMMA) .
FT VARSPLIC 400 403 SHLQ -> TWGP (IN ISOFORM DELTA) .
FT VARSPLIC 404 636 MISSING (IN ISOFORM DELTA) .
FT VARSPLIC 400 445 mmrovvm<Du<rmvzzx<moozzwrvm<zor<novvwmmm>
FT ATPNL -> mxc»00m2vzm>moowwbmoovozv<=obo<v
FT LHSATPLPRRPQPR (IN ISOFORM EPSILON) .
FT VARSPLIC 446 526 MISSING (IN ISOFORM EPSILON) .
FT VARSPLIC 400 495 MISSING (IN ISOFORM ZETA) .
sQ SEQUENCE 636 AA; 69623 MW; A467493CSDI3EEEQ CRC64 ;

Query Match 54.4%; Score 1297.5; DB 1; Length 636;

Best Local Similarity 61.4%; Pred. No. 2.5e-90;

Matches 258; Conservative 47; Mismatches 84; Indels 31; Gaps
Qy 1 ZmOMHOHZMﬂbmwm||:<WOEH£UmmevH0m<OvHOrzw<0mvmmcn>92xm:.--mHm 53

I 1] l:t:) 1) I [:: |

Db 1 MAQSTAT- - - - SPDGGTTFEHLWSSLEP -~ - - - - - - DSTYFDLPQSSRGNNEVVGGTDSS 48

OUmUrmUvZEvOmﬁzrnFFZMZUOOHOZOmmmamvwze0:>ozm<ﬁ>vmvm>ov 113

1:] LR N N N N A [RRRRN

9;
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Db 49 MDVFHLEGMTTS- - - - - VMAQFNLLSSTMDQMSSRAASASPYTPEHAA - SVPTHSPYAQP 102

Qy 114 SSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQ 173
PEVED 0l Vvt HIRNENAR] TELE DTVt

Db 103 SSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYSPLLKKLYCQIAKTCPIQ 162

Qy 174 IKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSH 233
PO TErE b et SPERERERENE bt v L erenee:

Db 163 IKVSTPPPPGTAIRAMPVYKKAEHVTDVVKRCPNHELGRDFNEGQSAPASHLIRVEGNNL 222

Qy 234 AQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDG 293
ARl bbbl PRV rererertl SELES

bb 223 SQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIITLEMRDG 282

Qy 294 o<r0anmmvaowovowcmz>UmcmHmzoo<--mDmexzouoexwvﬁmoze:QHoz.-e 349
PEPVEE T vt 4= Pl

Db 283 o<roxzmmmmwannvmmcmxvomom&xmoo>rzmmm>xzo>>wxw>mxomwv><vwbn> 342

Qy 350 mHzxwxmvoumrr%rv<z0xme<m3rbezmmFMbZOMmeEHHme<woooo--oomomr 407

LR N N RN N RN AR AR N R R N N |

Db 343 o<zxww:mumce<<r0<w0xmzmmHFZXbxmwbmrzmr<vovr<cm<woooorb0wvm=r 402

RESULT 2

P73_CERAE

ID P73_CERAE STANDARD; PRT; 637 AA.

AC Q9XSK8; QI9TSQ9;

DT 01-0CT-2000 (Rel. 40, Created)

DT 01-0CT-2000 (Rel. 40, Last sequence update)

DT 01-0CT-2000 (Rel. 40, Last annotation update)

DE TUMOR PROTEIN P73 (PS3-LIKE TRANSCRIPTION FACTOR)- (P53-RELATED

DE PROTEIN) .

GN TP73 OR P73.

oS Cercopithecus aethiops (Green monkey) (Grivet).

ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

ocC Mammalia; Eutheria; Primates; Catarrhini; Cercopithecidae;

oC Cercopithecinae; Cercopithecus.

ox NCBI_TaxID=9534;

RN [1)

RP SEQUENCE FROM N.A.

RC  TISSUE=Kidney;

RA Caput D.;

RL Submitted (FEB-1997) to the EMBL/GenBank/DDBJ databases.

cc -1- FUNCTION: PARTICIPATES IN THE APOPTOTIC RESPONSE TO DNA DAMAGE.

cC WHEN OVERPRODUCED, ACTIVATES TRANSCRIPTION FROM PS53-RESPONSIVE

cc PROMOTERS AND INDUCES APOPTOSIS. MAY BE A TUMOR SUPPRESSOR

cc PROTEIN (BY SIMILARITY).

ccC -1- SUBUNIT: THE C-TERMINAL OLIGOMERIZATION DOMAIN BINDS TO THE ABL

cc TYROSINE KINASE SH3 DOMAIN. ISOFORM BETA INTERACTS HOMOTYPICALLY

cc AND WITH P53, WHEREAS ISOFORM ALPHA DOES NOT.

cc -1+- SUBCELLULAR LOCATION: NUCLEAR.

ccC ~!- ALTERNATIVE PRODUCTS: 2 ISOFORMS; ALPHA (SHOWN HERE) AND BETA;

cc ARE PRODUCED BY ALTERNATIVE SPLICING.

cc -1- DOMAIN: POSSESES AN ACIDIC TRANSACTIVATION DOMAIN, A CENTRAL DNA

cC BINDING DOMAIN AND A C-TERMINAL OLIGOMERIZATION DOMAIN THAT BINDS

cc TO THE ABL TYROSINE KINASE SH3 DOMAIN.

cc -1- SIMILARITY: BELONGS TO THE P53 FAMILY.

cC Rttt idind Rl it A b it

oo} This SWISS-PROT entry is copyright. It is produced through a collaboration

cc between the Swiss Institute of Bioinformatics and the EMBL outstation -

cc the European Bioinformatics Institute. There are no restrictions on its

cc use by non-profit institutions as long as its content is in no way

cc modified and this statement is not removed. Usage by and for commercial

cc entities requires a license agreement (See http://www.isb-sib.ch/announce/

cc or send an email to license@isb-sib.ch).

[ il it b e e e e S R R R R R L R R

DR EMBL; Y11419; CAA72224.1; -.

DR  EMBL; Y11419; CAA72225.1; -.

DR  HSSP; P04637; 1YCS.

DR  InterPro; IPR002117; -.

DR pfam; PF00870; PS53; 1.

DR  PRINTS; PR00386; PS3SUPPRESSR.

KW Transcription regulation; Activator; DNA-binding; Anti-oncogene;

us-09-670-568b-1.rsp
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KW Apoptosis; Nuclear protein; Phosphorylation; Alternative splicing.
FT VARSPLIC 495 637 SFLTGLGCPNCIEYFTSQGLQSIYHLONLTIEDLGALKIPE

FT QYRMTIWRGLQDLKQGHDYGAAAQQLLRSSNAAAISIGGSG
FT ELQRQRVMEAVHFRVRHTITIPNRGGPGAGPDEWADFGFDL
FT PDCKARKQPIKEEFTEAEIH -> RTWGP (IN ISOFORM
FT BETA).
sQ SEQUENCE 637 AA; 69630 MW; 7CB200B919C9C70A CRC64;

Query Match 54.4%; Score 1296.5; DB 1; Length 637;

Best Local Similarity 61.2%; Pred. No. 2.9e-90;

Matches 257; Conservative 48; Mismatches 84; Indels 31; Gaps
Qy 1 MSQOSTQTNEFLSPE---VFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKI----EIS 53
Pall) | 1): Izt [ l:: E|
Db 1 MAQSTTT----SPDGGTTFEHLWSSLEP~<~-~-~=~~ DSTYFDLPQSSRGNNEVVGGTDSS 48
Qy 54 ZUOHwzocmormbvzzvo<ezrmrrzmzvooHoznmmmemv«zeom>ozw<e>uwv<>ov 113
I ol | 1] | : et [INNEE!
Db 49 MDVFHLEGMTTS----- <Z>omzrbmmH3002mwm>>m>mv&evmm>b SVPTHSPYAQP 102
Qy 114 SSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQ 173
POUEE s b PRty bebe bbbt ere  rrerrerrertentl
Db 103 SSTFDTMSPAPVIPSNTDYPGPHHFEVTFQQSSTAKSATWTYSPLLKKLYCQIAKTCPIQ 162
Qy 174 IKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSH 233
POt b bt et ety e the et ey bty el Terriviel:
Db 163 IKVSAPPPPGTAIRAMPVYKKAEHVTDIVKRCPNHELGRDFNEGQSAPASHLIRVEGNNL 222
Qy 234 AQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDG 293

R NN N N NN NN RNy
Db 223 SQYVDDPVTGRQSVVVPYEPPQVGTEFTTILYNFMCNSSCVGGMNRRPILIIITLETRDG 282

Qy 294 0<rnmx0mm>mHO>Ownwowx>UmDmmeoo<.umomexzmcoewmvwxoze:OHOZIne 349

VEELEL T8 ALy el | b el
Db 283 QVLGRRSFEGRICACPGRDRKADEDHYREQOALNESSAKNGAASKRAFKQSPPAVPALGP 342

Qy 350 SIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQ--QQHQHL 407

AL b b SRR IR A R RN I R
Db 343 GVKKRRHGDEDTYYLQVRGRENFEILMKLKESLELMELVPQPLVDSYRQQQQLLQRPSHL 402

RESULT 3
P53_ONCMY

D P53_ONCMY
AC P25035;
DT 01-MAY-1992 (Rel. 22, Created)

DT 01-MAY-1992 (Rel. 22, Last sequence update)

DT 01-0CT-2000 (Rel. 40, Last annotation update)

DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).

GN TPS53.

os Oncorhynchus mykiss (Rainbow trout) (Salmo gairdneri).

ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
oc Actinopterygii; Neopterygii; Teleostei; Euteleostei;

oc Protacanthopterygii; Salmoniformes; Salmonidae; Oncorhynchus.

[0):4 NCBI_TaxID=8022;
RN [1]

RP SEQUENCE FROM N.A.
RX MEDLINE=92210006;
RA de Fromentel C.C., Padkel F., Chapus A., Baney C., May P., Soussi T.;
RT "Rainbow trout p53: cDNA cloning and biochemical characterization.”
RL Gene 112:241-245(1992).

STANDARD; PRT; 396 AA.

PubMed=1339362;

ccC -t- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cc GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL

cC CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cC TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-

CcC ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY

cC CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cC ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.

cc .APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cCc BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2

cC EXPRESSION (BY SIMILARITY).

cC -!- SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).

9;
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cc -!- SUBCELLULAR LOCATION: NUCLEAR.
cc ©!- SIMILARITY: BELONGS TO THE P53 FAMILY.
O e
cc This SWISS-PROT entry is copyright. It is produced through a collaboration
cc between the Swiss Institute of Biloinformatics and the EMBL outstation -
cC the European Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
cc modified and this statement is not removed. Usage by and for commercial
cc entities requires a license agreement (See rnnv“\\tsi.wwc-mwc.n:\mssocsnm\
cC or send an email to license@isb-sib.ch).
CC oo
DR EMBL; M75145; AAA49605.1; -.
DR PIR; JH0631; JH0631.
DR HSSP; P04637; 1TSR.
DR InterPro; IPR002117; -.
DR Pfam; PF00870; P53; 1.
DR PRINTS; PR00386; P53SUPPRESSR.
DR PROSITE; PS00348; P53; 1.
Kw Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.
FT DOMAIN 1 44 TRANSCRIPTION ACTIVATION (ACIDIC).
FT DNA_BIND 90 281 BY SIMILARITY.
FT DOMAIN 325 356 OLIGOMERIZATION.
FT DOMAIN 369 392 BASIC (REPRESSION OF DNA-BINDING).
FT DOMAIN 303 318 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL) .
FT MOD_RES 395 395 PHOSPHORYLATION (BY SIMILARITY).
sQ SEQUENCE 396 AA; 43966 MW; 8422250765545A1C CRC64;
Query Match 35.6%; Score 847.5; DB 1; Length 396;

Best Local Similarity 45.4%; pPred. No. le-56;
Matches 181; cConservative 61; Mismatches 102; Indels 55; Gaps 10;

Qy 11 rmvm<mo:H20mbm0wH0m<OVHszw<Umvmmco>HzxHmHmZUnHzZOUwamUMZZv 70
[ i: HEREIF |
Db 12 LSQESFEDLW--~-~----w-eoooo . ___ KMNLNLVAVQPPETE- - --SWV 39
Qy 71 Om%ZHﬂhrzmzcooHozommmamvaHU:>Ozw<e>vmv<>0vm|mHMU>hm-vmvavm 128
[ 1: s | NI
Db 40 GYDNF----MMEAPLQ-------- <mmcvmbwm<m>emvbmovmHmerbeomwweme<ve 87
Qy 129 ZHO<va:mmc<mwoommewxmbeze<memrzxb&OOwaHOvHOHz<2evvaO$<Hm> 188
RN 1] VELL LU sl It bt it
Db 88 emcnvn>bnMormmrommqwnm<ene~mvcrzxbm00b>wenv<oH<<U=vvvmnw<<zw 147
Qy 189 Zv<<zm>m=<em<<xm0vZ:MhmzmwzmmOHvam:bHm<mmzm:>0<<mUmHHQme<r 248
ol (A A I N AR TR A
Db 148 LAIYKKLSDVADVVRRCPHHO emmzzmmv-wvzmmr<m<mozowmm~3mcozebm=m<r 206
Qy 249 <v&mvv0<oemmea<h<zm302mm0<mozzwwvaHH<ermew000<h0xm0ﬂmbzuo>n 308
TUIEEELEr:1 ) AR AERREE Y Pltes b 11 e
Db 207 <v~mvuo<0mmne%<r<zm202mmOanzzwwvHbaHHHFMHOMQObFmemmm<w<O}O 266
Qy 309 uoxomx>omomeNoo.-.<mumezzmcoewwmmzo-zemmHozemezwzm----vccm 360
R | : Il S A [ 111
Db 267 vowczzemmHzrzxoomeebmaxexv>OoHxxnym>wrv>vovﬁ>mx%exmmv><mcvm 326
Qy 361 rr<rv<wmmwe<m:rbxuzmmrmrzo<rvomeHmamzoo 399
2ol o) AN Y] Ik
Db 327 H<eboHmnxmxxmZﬁNXWZUmrmrmmr<m<>U>wamOx 365
RESULT 4
P53_BARBU
D P53_BARBU STANDARD; PRT; 369 AA.
AC Q9W678;
DT 01-0CT-2000 (Rel. 40, Created)
DT 01-0CT-2000 (Rel. 40, Last sequence update)
DT 01-0CT-2000 (Rel. 40, Last annotation update)
DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).
GN TP53 OR P53.
0s Barbus barbus (Barbel).
oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

us-09-670-568b-1.rsp
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ocC Actinopterygii; Neopterygii; Teleostei; Euteleostei; Ostariophysi;
oc Cypriniformes; Cyprinidae; Cyprininae; Barbus.
OX NCBI_TaxID=40830;
RN [(1]
RP SEQUENCE FROM N.A.
RA Bhaskaran A., May D., Rand-Weaver M., Tyler C.R.;
RT "Evolutionary conservancy of p53 gene sequences in fish.";
RL ~ Submitted (JUN-1998) to the EMBL/GenBank/DDBJ databases.
cCc -!- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cC GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cc TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS -
CcC ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
CC CONTROLLING A SET OF GENES- REQUIRED FOR THIS PROCESS. ONE OF THE
cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES,
cC APQOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cc BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
cc EXPRESSION (BY SIMILARITY) .
CcC -!- SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
CcC -!- SUBCELLULAR LOCATION: NUCLEAR.
CcC -!- SIMILARITY: BELONGS TO THE P53 FAMILY.
OO oo .
cC This SWISS-PROT entry is copyright. It is produced through a collaboration
[ole} between the Swiss Institute of Bioinformatics and the EMBL outstation -
cc the European Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
cc modified and this statement is not removed. Usage by and for commercial
cc entities requires a license agreement (See rnnm“\\stt.»mc-mwu.o:\m::o:som\
CcC or send an email to license@isb-sib.ch).
CC oo
DR EMBL; AF071570; AAD34212.1; -.
DR InterPro; IPR002117; -.
DR pfam; PF00870; PS3; 1.
DR PRINTS; PR00386; P53SUPPRESSR.
DR PROSITE; PS00348; P53; 1.
KW  Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.
FT DOMAIN 1 28 TRANSCRIPTION ACTIVATION (ACIDIC).
FT DNA_BIND 66 256 BY SIMILARITY.
FT DOMAIN 298 329 OLIGOMERIZATION.
FT DOMAIN 342 365 BASIC (REPRESSION OF DNA-BINDING) .
FT DOMAIN 276 292 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL) .
FT MOD_RES 368 368 PHOSPHORYLATION (BY SIMILARITY).
SQ SEQUENCE 369 AA; 41233 Mw; OBE2CF2CEA74C304 CRC64 ;
Query Match 34.4%; Score 819.5; DB 1; Length 369;
Best Local Similarity 51.2%; Pred. No. 1.2e-54;
Matches 167; Conservative 49; Mismatches 87:; Indels 23; Gaps 8;
Qy 84 OHoznwmmqmv<zeU:>OZm<e|>vmv<>ovmmaWU>memw>vazeD<vnv:mmc<mw 142
HEA | | R Pl | I |
Db 26 mrHZUMKrvmmWUvZHmUz<bemOvamemv ........ PTASVPVATDYPGEHGFKLGF 77
Qy 143 Oomme>xw>eie<memrxwr&nOwaeOvHoHN<Zewwvom><Hm>Zm<<wx>m=<Hm<< 202
IR Y B RN AR KR
Db 78 vomnebwm<eoe<mmcbzwrmOOFPzeov<oz<<z<>vv00w<Hm>e>H<zxmm=<>m<< 137
Qy 203 xzovZIMmemwzm00H>wvmmrHm<m02m:>0<<mUvHeom0m<r<v<mmv0<m%mwee 262
I A Y A N N R R NN ] lls D s et
Db 138 wwowmmmmevbumco|b&u>>mFHm<m02mx>r<mmou<zmw=m<<<v<m<v0rnmque 185
Qy 263 <r<zm202mmo<nozzwmerHH<erquuno<rmmwnwmymHo>onxuwx>cmcmHxx 322
R NN R ARy PEL0L0E N s bt oo x4y
Db 196 <r~zmznzmm030032xwvmreHHmrme:UmObrOmwmwm<z<0>ovnmczxammwzwzx 255
Qy 323 OO<mUmHNZOU--.-Qawwi.mozemnHozewaxzz..|-vaUmrr<bv<wmxmq<m 373
| ot I ol l: Iolede L s 1
Db 256 001-.mexeroxHmm>zxwmbeUmHmm<vxwmmmxx>xrwnmmUMMH<ero<wozmm<m 312
Qy 374 Zhhxmemrero<va:eHme<woo 399
SRS AEA i EARE
Db uHuAerxHZOMbmrmu<<vmmMZUz&zox 338
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RESULT 5
P53_BRARE .
ID P53_BRARE
AC P79734;
DT 01-NOV-1997 (Rel. 35, Created)

DT 01-NOV-1997 (Rel. 35, Last sequence cvamﬁmv

DT 01-OCT-2000 (Rel. 40, Last annotation update)

DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).

GN  TP53.

0s Brachydanio rerio (2ebrafish) (zZebra danio).

oC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

oc Actinopterygii; Neopterygii; Teleostei; Euteleostei; Ostariophysi;

oc Cypriniformes; Cyprinidae; Rasborinae; Danio.

[0):4 NCBI_TaxID=7955;

RN [1]

RP SEQUENCE FROM N.A.

RX MEDLINE=97344388; PubMed=9200835;

RA  Cheng R., Ford B.L., O'Neal P.E., Mathews C.Z., Bradford C.S.,

RA Thongtan T., Barnes D.W., Hendricks J.D., Bailey G.S.;

RT "zZebrafish (Danio rerio) p53 tumor suppressor gene: cDNA sequence and .
RT expression during embryogenesis.";

RL Mol. Mar. Biol. Biotechnol. 6:88-97(1997).

STANDARD; PRT; wNu AA.

cc -1- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cc GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL

cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cc TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-

cC ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY

cc CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cC ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.

cc APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cC BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2

cc EXPRESSION (BY SIMILARITY).

cc SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).

CcC SUBCELLULAR LOCATION: NUCLEAR.

cc SIMILARITY: BELONGS TO THE P53 FAMILY.

[ A AL AL AL L SRl L LR L R R R LR e D R Rt

cC This SWISS-PROT entry is copyright. It is produced through a collaboration
cc between the Swiss Institute of Bioinformatics and the EMBL outstation -
cc the European Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
cc modified and this statement is not removed. Usage by and for commercial
cc entities requires a license agreement (See http://www.isb-sib.ch/announce/
cc or send an email to license@isb-sib.ch).

DR EMBL; U60804; AAB40617.1; -.

DR HSSP; P04637; 1TSR.

DR ZFIN; 2ZDB-GENE-990415-32; tp53.

DR InterPro; IPR002117; -.

DR Pfam; PF00870; P53; 1.

DR PRINTS; PR0O0386; P53SUPPRESSR.

DR PROSITE; PS00348; P53; 1.

KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.

FT DOMAIN 1 31 TRANSCRIPTION ACTIVATION (ACIDIC).

FT DNA_BIND 70 260 BY SIMILARITY.

FT DOMAIN 301 332 OLIGOMERIZATION.

FT DOMAIN 345 366 BASIC (REPRESSION OF DNA-BINDING).

FT DOMAIN 280 296 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL).
FT MOD_RES 372 372 PHOSPHORYLATION (BY SIMILARITY).

SQ SEQUENCE 373 AA; 41899 MW; AC7AB724FA6B61FF CRC64;

Query Match 33.8%; Score 805.5; DB 1; Length 373;
Best Local Similarity 53.9%; Pred. No. 1.4e-53;
Matches 158; Conservative 42; Mismatches 82; 1Indels 11; Gaps 4;

Qy 112 Ovmmew0>rmva>Hvmzectvmvmmﬂ0<mw00wmw>xm>qze&mamrxxr<OOH>=env 171

1] N N N R A N N A AR RNy
bb 55 QPST- - - - LPPTSTVPETSDYPGDHGFRLRFPQSGTAKSYTCTYSPDLNKLFCQLAKTCP 110

Qy 172 IQIKVMTPPPQGAVIRAMPVYKKAERVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGN 231

us-09-670-568b-1.rsp
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N NI A A R N A R R R T L e S
ov HHH<oz<<u<wmmoom<<m>e>H<xxmmm<wm<<wmnvm:m.-xamcmczr>n>omer<mozHmm

Qy 232 SHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETR 291

L A A N N N R A A AN e
Db 169 QRANYREDNITLRHSVFVPYEAPQLGAEWTTVLLNYMCNSSCMGGMNRRPILTIITLETQ 228

Qy 292 Dmo<rowxnmm>wH0>0w0woxW$Umomme Oo<m0maxzmomaxwiZOZH:mHOZ-. 348

AN NY : | N |
Db 229 moorrmmzmmm<m<o>nmowczxemmmzmxxoomexez>xeeenexmmr<xmmmm>ermu 288

Qy 349 - “TSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMOY LPQHT IETYROO 399
[ e L e 111 2 I 11

bb 289 momxz>xmmmmommHmero<mmmmm<mHrzxr:uwrmrmo<<w»mc>mx<wox 341

RESULT 6

P53_ICTPU

ID  P53_ICTPU STANDARD; PRT; 376 AA.

AC 093379;

DT 01-0CT-2000 (Rel. 40, Created)

DT 01-0CT-2000 (Rel. 40, Last sequence update)

DT 01-0CT-2000 (Rel. 40, Last annotation update)

DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).

GN  TP53 OR P53.

[e1] Ictalurus punctatus (Channel catfish).

ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
oc Actinopterygii; Neopterygii; Teleostei; Euteleostei; Ostariophysi;
ocC Siluriformes; Ictaluridae; Ictalurus.

[0) 4 NCBI_TaxID=7998;

RN (1)

RP SEQUENCE FROM N.A.

RX  MEDLINE=99071979; PubMed=9854815;

RA Luft J.C., Bengten E., Clem L.W., Miller N.W., Wilson M.R.;

RT =Ham=nwmwomﬁ»o: and o:mnmonmnpnwﬁ»o= of the nc;On suppressor p53 in
RT channel catfish (Ictalurus punctatus)."

RL Comp. Biochem. Physiol. Hmom"mqm-mmmﬁuwwmv.

cC -!- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cC GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL

cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cc TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-

cc ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY

cc CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.

cc APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cc BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2

cC EXPRESSION (BY SIMILARITY).

cc SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).

CcC SUBCELLULAR LOCATION: NUCLEAR.

cc SIMILARITY: BELONGS TO THE P53 FAMILY.

e e L R e R

[olo] This SWISS-PROT entry is copyright. It is produced through a collaboration
cC between the Swiss Institute-of Bioinformatics and the EMBL outstation -
cc the European Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
CC modified and this statement is not removed. Usage by and for commercial
cc entities requires a license agreement (See http://www.isb-sib.ch/announce/
cc or send an email to license@isb-sib.ch).

DR EMBL; AF074967; AAC26824.1; -.

DR HSSP; P04637; 1TSR.

DR InterPro; IPR002117; -.

DR pfam; PF00870; P53; 1.

DR PRINTS; PR00386; PS53SUPPRESSR.

DR PROSITE; PS00348; P53; 1.

KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.

FT DOMAIN 1 36 TRANSCRIPTION ACTIVATION (ACIDIC).

FT DNA_BIND 77 268 BY SIMILARITY.

FT DOMAIN 303 334 OLIGOMERIZATION.

FT DOMAIN 347 372 BASIC (REPRESSION OF DNA-BINDING).

FT DOMAIN 286 298 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL).
FT MOD_RES 375 375

PHOSPHORYLATION (BY SIMILARITY).
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SQ SEQUENCE 376 AA; 41989 MW; 1BB9CDYIBDB3289F2 CRC64;
Query Match 33.6%; Score 800; DB 1; Length 376;
Best Local Similarity 50.8%; Pred. No. 3.6e-53;
Matches 164; Conservative 45; Mismatches 94; 1Indels 20; Gaps 5;
Qy 108 mv<>0wwwﬂmu>rmvmv>HumzaU<moummwo<mﬂoommebwm>a29&mHMbﬂxF~OOH> 167
| N I R T Pl T s 1) :)
Db 56 mUervOmmu-mmvvawe<v<em0<vmrrzwermmommmnexm<eoewmvohthm00b> 113
Qy 168 zeovHOHx<1avvvon><um>2v<<xx>m:<em<<xzovZ:mrm%mmZMOOwavm:me 227
L1EL: s 1 e 1) Je):gg NI il e
Db 114 xeov<rZ><mmmvvvnm<rw>a><&xwmmm<>m<<wxommmmzmzomm GP-APPGHLLR 172
Qy 228 <mnzm:>O<<mvvHenxOm<r<@&mvUO<Oemwee<ﬁ~ZHZOme0<szzwwvHDHH<e 287
TLELL by S FEVEY 1
Db 173 <mozww><<omcnzeo>mm<<<v<mvv0<®momee<r<zw30meOZmozzmwtheHHH 232
Qy 288 bmemuno<bmmxnmm>wH0>Ovamez>OmUmHzmoo<wcmaxzmboexwmmmozemmHo 347
PEUsLE =Ll o st SR AS| | | : :

Db 233 rmeocomhrnxmeﬂm<x<n>oVQmUWNHMMMZszOO-mmxemoxebexszvavmmum 291
Qy 348 ZamszxmmvUUmrrtbﬁ<mowme<m3bbexmeMﬁzo<rvomeHmeﬁxoooooomomr 407
: Dol e e 1y s 1 i IR
bb 292 }mxxmxzmmmcumH&ebo<xmxmz<mwbxxHZUQbemD<<vv>OOmx&wox ........ 343

Qy 408 LOKHLLSACFRNE- - - - LVEPRR 426
111 [ 1l:t
Db 344 ~---LLSKTCRKERDGAAGEPKR 362
RESULT 7 .
PS3_XENLA
ID P53_XENLA STANDARD; PRT; 363 AaA.
AC P07193;
DT 01-APR-1988 (Rel. 07, Created)
DT 01-APR-1988 (Rel. 07, Last sequence update)
DT 01-0CT-2000 (Rel. 40, Last annotation update)
DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).
GN TP53.
0s Xenopus laevis (African clawed frog).
ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
oc Amphibia; Batrachia; Anura; Mesobatrachia; Pipoidea; Pipidae;
oc Xenopodinae; Xenopus.
0.4 NCBI_TaxID=8355;
RN 1]
RP SEQUENCE FROM N.A.
RX MEDLINE=88143684; PubMed=2830576;
RA Soussi T., de Fromentel C.C., Mechali M., May P., Kress M.;
RT "Cloning and characterization of a cDNA from Xenopus laevis coding
RT for a protein homologous to human and murine p53.";
RL Oncogene 1:71-78(1987).
RN [2]
RP SEQUENCE FROM N.A.
RX MEDLINE=94134403; PubMed=8302570;
RA Hoever M., Clement J.H., Wedlich D., Montenarh M., Knoechel W.;
RT "Overexpression of wild-type p53 interferes with normal development
RT in Xenopus laevis embryos.";
RL Oncogene 9:109-120(1994) .
CcC -!- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cC GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cc TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-
cC ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
cC CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES
CcC APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
Ccc BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
[olo] EXPRESSION (BY SIMILARITY) .
cc SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
cc SUBCELLULAR LOCATION: NUCLEAR.
cC -1- TISSUE SPECIFICITY: UBIQUITOUS.

EMIowlmqolmmmvnH.Hm@

cc
cC
cc
cc
CcC
cc
cc
cC
cc
cc
DR
DR
DR
DR
DR
DR
DR
DR
DR
DR
KW
KW
FT
FT
FT
FT
FT
FT
FT
FT
FT
SQ

Page 6

-!- SIMILARITY: BELONGS TO THE P53 FAMILY.
This SWISS-PROT entry is copyright. It is produced through a collaboration
between the Swiss Institute of Bioinformatics and the EMBL outstation -
the European Bioinformatics Institute. There are no restrictions on its
use by non-profit institutions as long as its content is in no way
modified and this statement is not removed. Usage by and for commercial
entities requires a license agreement (See :ﬁnv“\\ztt.»mc-mwv.ov\w::0c=om\
or send an email to license@isb-sib.ch).
EMBL; M36962; AAA49923.1; -.
EMBL; X05191; CAA28821.1; -.
EMBL; X77546; CAAS54672.1; -.
EMBL; S568353; AAC60746.1; -.
PIR; A29376; A29376.
HSSP; P04637; 1TSR.
InterPro; IPR002117; -,
Pfam; PF00870; P53; 1.
PRINTS; PR00386; P53SUPPRESSR.
PROSITE; PS00348; P53; 1.
Anti-oncogene; DNA-binding; Transcription regulation; Activator;
Nuclear protein; Phosphorylation; Apoptosis.
DOMAIN 1 29 TRANSCRIPTION ACTIVATION (ACIDIC).
DNA_BIND 76 267 BY SIMILARITY.
DOMAIN 300 331 OLIGOMERIZATION.
DOMAIN 344 356 BASIC (REPRESSION OF DNA-BINDING) .
DOMAIN 281 293 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL) .
MOD_RES 362 362 PHOSPHORYLATION (BY SIMILARITY).
CONFLICT 52 52 T -> S (IN REF. 2).
CONFLICT 71 71 MISSING (IN REF. 2).
CONFLICT 296 296 - MISSING (IN REF. 2).
SEQUENCE 363 AA; 40692 MwW; CE1F3E58F020D74D CRC64;
Query Match 32.6%; Score 777.5; DB 1; Length 363;

Best Local Similarity

42.5%; Pred. No. 1.7e-51;

Matches 171; Conservative 55; Mismatches 95; 1Indels 81; Gaps 11;

Qy 2 mOmeoazmmrmmm<mo=H2uwrmovH----om<ochrzm<ummmmua>ezxHmHmzcnH 57
S S N N N Y B R IR [ HE|
Db 4 mmmeozcvvrmomeﬂmuerrrwovroe<enzruzrm-mmvc<v .......... LAADMT 52
Qy 58 w:ocmormcmzsz&ezrorerzuooHozmmmmemv<zecx>02m<eyumv<>ovmmew 117
B {1: [
Db 53 VLQE------------._ GLMGN=~ === - oemm oL AVPTVT- 67
Qy 118 U>rmvmwvHmmzeu~vommmmc<mmoommawxm>ezenwemrxxr<ooH>xeovHon<z 177
N ULl LR 4 It KR
Db 68 ----- mo»<vmeco<>ox<mroromoozna>xm<ene<mmmrzzrwnorwzenmrr<w<m 122
Qy 178 evvuon><uw>1m<<xw>m:<em<<xmnvzmmrmwmmzwnoH>uvmmbHm<mozmm>0<< 237
NIERE b Lt PLVLEE=000e g
Db 123 mvmvzmmHrm>e><~xxmmm<>m<<xxnn::mmm<mvmm-Uw>wmmmr=m<mozro><<z 181
Qy 238 movHemmom<b<mxmmmo<mqmmee<r~zwzozmmo<omzzzmvHrHH<ermewono<bn 297
P b L et g PIELEE=TELE ity g s |
Db 182 mo<2mom=m<o<v<mnvo<nemoee<r<zwzozmmnzmnzzmmereHuermemoorr G 241
Qy 298 zwomm»wHo>nvomUmx>Umcm-Hwxoo<mcmexzmomexwvmmoze:--oHozemexx 354
ILEET i I R 1: ) : |
Db 242 wwowm<w<n>0vowommemmoz<exxm0bzvmmx ......... RELAHPPSSEPPLPKKR 292
Qy 355 m---mmoumrrmbv<m0xme<mzrrzmemrmrzo<rvo=eH 393
l:): ) I I N
Db 293 r<<<ucommHmerszommw<mszxrzo>rmbommrcoox< 334
RESULT 8
P53_TETMU .
ID PS3_TETMU STANDARD; PRT; 367 AA.
AC QIW679;
DT 01-0CT-2000 (Rel. 40, Created)
DT 01-0CT-2000 (Rel. 40, Last sequence update)
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DT 01-0CT-2000 (Rel. 40, Last annotation update)
DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).
GN TP53 OR P53.
0s Tetraodon miurus.
ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
ocC Actinopterygii; Neopterygii; Teleostei; Euteleostei; Neoteleostei;
oc Acanthomorpha; Acanthopterygii; Percomorpha; Tetraodontiformes;
oC Tetraodontidae; Tetraodon.
[0):4 NCBI_TaxID=94908;
RN {1]
RP SEQUENCE FROM N.A.
RC TISSUE=Ovary;
RA Bhaskaran A., May D., Rand-Weaver M., Tyler C.R.;
RT "Evolutionary conservancy of p53 gene sequences in fish."
RL Submitted (JUN-1998) to the EMBL/GenBank/DDBJ databases.
cC -1- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
CcC GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
(o4 CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
CcC TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-
cc ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
cc CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cC ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES. .
CcC APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cc BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
Ccc EXPRESSION (BY SIMILARITY).
(o4 - SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
cC - SUBCELLULAR LOCATION: NUCLEAR.
cc - SIMILARITY: BELONGS TO THE P53 FAMILY.
(oo AL A R b R RS R R e e DR R R R DR P ] semme----
cc This SWISS-PROT entry is copyright. It is produced through a collaboration
cc between the Swiss Institute of Bioinformatics and the EMBL outstation -
cc the European Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
(o] modified and this statement is not removed. Usage by and for commercial
cc entities requires a license agreement (See http://www.isb-sib.ch/announce/
cC or send an email to license@isb-sib.ch).
cC ettt ettt il i
DR EMBL; AF071571; AAD34213.1; -.
DR InterPro; IPR002117; -.
DR pfam; PF00870; PS53; 1. -
DR PRINTS; PR00386; P53SUPPRESSR.
DR PROSITE; PS00348; P53; 1.
KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.
FT DOMAIN 1 47 TRANSCRIPTION ACTIVATION (ACIDIC).
FT DNA_BIND 86 273 BY SIMILARITY.
FT DOMAIN 308 337 OLIGOMERIZATION.
FT DOMAIN 342 363 BASIC (REPRESSION OF DNA-BINDING).
T DOMAIN 288 301 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL).
FT MOD_RES 366 366 PHOSPHORYLATION (BY SIMILARITY).
sQ SEQUENCE 367 AA; 41266 MW; ACClO0EEE2F5F9CFD CRC64;
Query Match 32.6%; Score 776; DB 1; Length 367;
Best Local Similarity 42.6%; Pred. No. 2.2e-51;

Matches 165;

Qy
Db
Qy
Db
Qy
Db
Qy
Db

Conservative 53; Mismatches 105; 1Indels 64; Gaps 7:
11 rmvm<womHSUmrmovHOm<ovHObzm<cmwmmcm>aszMHmZUOHxZOUmcrmUvZSv 70

I A L | 11 B
10 rwocewoobzvz<mbv ..... PIS---------~-ccemmcmmomo- eHOew>mem>2v 41

71 Omezrmrr ZWZUOOHOZOmmmamvwzecm>02m<e>vmv&»owmmemc>hmvmw>vaz 129

SR | N Pl o=
42 >mwozzzZOzwzuwawzm>vmzrrv ................. EPPSRDGANSSSPTVEVT 84

130 eu<vaw:mwc<mwoomme>xm>a:4<memrxxr<noH>xenuHoHx<zqvmwoo><Hm>z 189
R N L S N S A P IREENN
85 ec«vnm«nmxrmexmma>xm<Ame<mmHrzxrxnoryxemr<m<rrmxcmvzn><rm>e 144

190 PVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQSVLV 249
SLLL T Tkl e e Il Poll: P v bt
145 AIYKKTEHVAEVVRRCPHHQ----- NEDSAEHRSHLIRMEGSERAQYFEHPHTKROSVTV 199

us-09-670-568b-1.rsp
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Qy 250 v<mwmo<0emmee<b<zm302mmn<nnzzwmuHFHH<erquomo<r®zwowm>mHObnv 309

: : PEVEVETEY bbbl LELELEED 1]
Db 200 v&mvabmmmmeeHrrmmzozmmozoozzwwvHraHrermaom0H<rwaOmm<w<O>0v 259
Qy 310 GRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRS------ PDDELLY 363

R R R RS S | | KRR HHLE
Db 260 GRDRKTEETNSTKMQ------- NDAKDAKKRKSVPTPDSTTIKKSKTASSAEEDNNEVYT 312
Qy 364 LPVRGRETYEMLLKIKESLELMQYLPQ 390
Posdlte PHEr 1l s eles 4

Db 313 ronmmxzmmbeNHzcnrorrmzzvx 339
RESULT 9
P53_FELCA
1D P53_FELCA STANDARD; PRT; 386 AA.
AC P41685;
DT 01-NOV-1995 (Rel. 32, Created)
DT 01-NOV-1995 (Rel. 32, Last sequence update)
DT 01-0CT-2000 (Rel. 40, Last annotation update)
DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).
GN TP53 OR TRPS3.
(o] Felis silvestris catus (Cat).
oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
[e]o] Mammalia; Eutheria; Carnivora; Fissipedia; Felidae; Felis.
OoX NCBI_TaxID=9685;
RN [1]
RP SEQUENCE FROM N.A.
RC TISSUE=Lymph node;
RX MEDLINE=94333960; PubMed=8056458;
RA Okuda M., Umeda A., Sakai T., Ohashi T., Momoi Y., Youn H.Y.,
RA Watari T., Goitsuka R., Tsujimoto H., Hasegawa A.;
RT "Cloning of feline p53 tumor-suppressor gene and its aberration in
RT hematopoietic tumors.";
RL Int. J. Cancer 58:602-607(1994).
RN [2]
RP SEQUENCE OF 34-354 FROM N.A.
RX MEDLINE=94114699; PubMed=8286534;
RA Okuda M., Umeda A., Matsumoto Y., Momoi Y., Watari T., Goitsuka R.,
RA O’Brien §.J., Tsujimoto H., Hasegawa A.;
RT "Molecular OHO:H:@ and chromosomal mapping of feline p53 tumor
RT suppressor gene.
RL J. Vet. Med. Sci. "s5, 801-805(1993).
cC -!- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cc GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cC TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-
[oled ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
cCc CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.
CcC APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cC BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
cC EXPRESSION.
cC SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
cC SUBCELLULAR LOCATION: NUCLEAR.
CcC DISEASE: P53 IS FOUND IN INCREASED AMOUNTS IN A WIDE VARIETY
CcC OF TRANSFORMED CELLS. P53 IS FREQUENTLY MUTATED OR INACTIVATED
CcC IN MANY TYPES OF CANCER.
cC -1- SIMILARITY: BELONGS TO THE P53 FAMILY.
[ R e e R
cc This SWISS-PROT entry is copyright. It is produced through a collaboration
cC between the Swiss Institute of Bioinformatics and the EMBL outstation -
CcC the European Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
cc modified and this statement is not removed. Usage by and for commercial
Ccc entities requires a license agreement (See http://www.isb-sib.ch/announce/
cc or send an email to license@isb-sib.ch).
cC ------ .- memseeeseeee
DR EMBL; D2660 BAA05653.1; -.
DR EMBL; D1646 BAA03927.1; -.
DR HSSP; P04637; 1SAH.
DR InterPro; IPR002117; -.
DR pfam; PF00870; P53; 1.
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DR PRINTS; PR00386; P53SUPPRESSR.
DR PROSITE; PS00348; P53; 1.
KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.
FT DOMAIN 1 44 TRANSCRIPTION ACTIVATION (ACIDIC).
FT DNA_BIND 94 285 BY SIMILARITY.
FT DOMAIN 318 349 OLIGOMERIZATION.
FT DOMAIN 361 380 BASIC (REPRESSION OF DNA-BINDING) .
FT DOMAIN 304 316 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL) .,
FT MOD_RES 385 385 PHOSPHORYLATION (BY SIMILARITY).
FT CONFLICT 285 285 K -> R (IN REF. 2).
SQ SEQUENCE 386 AA; 42692 MW; DOBB43BA1BCS8EB78 CRC64 ;
Query Match 32.3%; Score 770; DB 1; Length 386;
Best Local Similarity 42.1%; Pred. No. 6.7e-51;
Matches 161; Conservative 58; Mismatches 103; Indels 60; Gaps
Qy 11 bmvm<wo=HZUMbmoanm<ovHszm<Umvmem>Hz=HMHmZUOszocmcbvaZZv 70
I L |
Db 14 LSQETFSELWNLLPE-----=-=-«- NNVLSSELSSAMNELPLSED= - -~ -~=~-ocoux. 48
Qy 71 D&azrmbbszUOOHozommmemVwzeu:»02m<e>vmv&>ovmmamcbrmnmva|-n- 126
B [ | | KRN
Db 49 ------ VANWLDEA-~---~-=-u-. PDDASGMSAVPAPAAPAPAT- - - - - PAPAISWPL 85
Qy 127 |a-mmzeu<vmvmmm0<mMoomme>xm>eze&memrxRFNOObeHOmHOHz<ZHvmvo 182
11 NI FTlalisbii bt 1 2
Db 86 mmm<vm0z9<vQ><QMmrmmromme>zm<eoe<mvvr2xrm00b>xeov<or£<mmmuvv 145
Qy 183 O><Hm>3v<<xxymm<em<<xm0vzmmrmzmmzm00H>mvm:rHz<mmzmm>0<<m0vHe 242
I I ) a1 [
Db 146 Oen<z>3>anwmmwxem<<wmnvmmmm0vumwcn-bbvvomme<mozrm>x~h0sze 204
Qy 243 nwow<r<u<mvv0<oqmmae<r&2mzozmm0<QnZZxvarHH<ehmez000<hmxw0ﬁm 302
[LEAR Sl s g LEVEL) s I e
Db 205 wm:m<<<v«mvvm<omuoeeH:<2mzozmm020032xmeHHHHHrMszerrQwZMMM 264
Qy 303 >mHO>Ommemz>UmomHxxoo<wvmqxzncnexmumwozemoHozewwamwvaUMEr 362
12011 sl ) 11 Al [ [
Db 265 <w<n>0v0zczzemmmZmz*xnmvonmwvvomexxyrvvme---mmevvoxxxMhUmm<m 321
Qy 363 YLPVRGRETYEMLLKIKESLEL 384
T T T
Db 322 TLQIRGRERFEMFREL EALEL 343
RESULT 10
P53_PIG
ID P53_P1G STANDARD; PRT; 386 AA.
AC Q9TUB2;
DT 01-0CT-2000 (Rel. 40, Created)
DT 01-0CT-2000 (Rel. 40, Last sequence update)
DT 01-0CT-2000 (Rel. 40, Last annotation update)
DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).
GN TP53 OR PS3.
0s Sus scrofa (Pig).
ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
ocC Mammalia; Eutheria; Cetartiodactyla; Suina; Suidae; Sus.
ox NCBI_TaxID=9823;
RN {1}
RP ~ SEQUENCE FROM N.A.
RA Burr P.D., Argyle D.J., Reid S.W.J., Nasir L.;
RT "Nucleotide sequence of the pig p53 tumor suppressor CDNA.";
RL Submitted (OCT~1998) to the EMBL/GenBank/DDBJ databases.
CcC =!- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cc GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cC TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS -
cc ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
CcC CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.
cc APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF

7;

cc
CcC
ccC
cc
cc
cC
cc
cc
cc
cc
cc
CcC
CcC
cC
CcC
cc
cc
DR
DR
DR
DR
DR
KW
KW
FT
FT
FT
FT
FT
FT
SQ

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
RE,

PS5
ib

Emnow|chvmmmUIH.HwU

This

between

the
use
modi
enti
or s
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BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
EXPRESSION. -

SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
SUBCELLULAR LOCATION: NUCLEAR.

DISEASE: P53 IS FOUND IN INCREASED AMOUNTS IN A WIDE VARIETY

OF TRANSFORMED CELLS. P53 IS FREQUENTLY MUTATED OR INACTIVATED

IN MANY TYPES OF CANCER.

SIMILARITY: BELONGS TO THE P53 FAMILY.

SWISS-PROT entry is copyright. It is produced through a collaboration
the Swiss Institute of Bioinformatics and the EMBL outstation -
European Bioinformatics Institute. There are no restrictions on its

by non-profit institutions as long as its content is in no way
fied and this statement is not removed. Usage by and for commercial
ties requires a license agreement (See vnnv"\\ztt.»mv-mwc.n:\msao::nm\
end an email to Hwnmsmm@»mc-mwc.n:v.

EMBL; AF098067; AAF04620.1; -.

InterPro;

Pfam

PRINTS;

PROS
Anti
Nucl

IPR002117; -.

; PF00870; p53; 1.

PR0O0386; PS3SUPPRESSR.

ITE; PS00348; P53; 1.

“oncogene; DNA-binding; Transcription regulation; Activator;
ear protein; Phosphorylation; Apoptosis.

DOMAIN 1 45 TRANSCRIPTION ACTIVATION (ACIDIC).
DNA_BIND 94 285 BY SIMILARITY.
DOMAIN 318 349 OLIGOMERIZATION.
DOMAIN 361 380 BASIC (REPRESSION OF DNA-BINDING) .
DOMAIN 304 316 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL) .
MOD_RES 385 385 PHOSPHORYLATION (BY. SIMILARITY).
SEQUENCE 386 AA; 42862 MW; A4C3DB88EBDF55162 CRC64 ;
Query Match 32.2%; sScore 767; DB 1; Length 386;
Best Local Similarity 38.6%; Pred. No. 1.1le-50;
Matches 167; Conservative 69; Mismatches 125; Indels 72; Gaps 10;
11 rmvm<wo:HSOWFMOvHOm<OmHszm<UmvaUm>€ZxHmHmZUOHmZOUmUFmDVKSW 70
I 1 : sl
14 LSQETFSDLWKLLPE-====-~--vcweecocoo_. NNLLSSELSLAAVNDLLLSP---- 48
71 O&HZthFZmZUOOHOZOmmmemm<ZHDEPOzm<e>wmv<wOvmmeﬁ0>rmvmv>Hwmze 130
A [ : AR 3 [N
49 ------ VTNWLDENPDDASRVPAP- - - - - - - v>>a>v>v>>v>v>em2vra.mmm<vmoz 93
131 UmvovmmMD<mwODmme>Nm>a2Hxm%mrxxFKOOH>xanvHOHx<zeww®OO><Hw>Zv 190
NN Dbl bs bt 1 osqry AN
94 TYPGSYDFRI mr:moe>xm<aoe<mv>rzwrmnor>xe0m<0r£<wmvvvvnam<m>z> 153
191 <<wx>mm<em<<zmnvawrmwMMZMQOH>vwm=hHw<mozm:>0n<mchHmmDm<b<v 250
SEEDbec LONEs el ) ceee) gy N N I A AN
154 H<xxmmwzem<<mznm:mmzmmoxmco.r>vn0mrHm<m02bm>m<rcczzemz:m<<<v 212
251 &mmwo<mammee<r<zwzozmmﬂ<OQZzwmvaHH<Hrmaxomo<roww0wm>an>Gvo 310
(ERE e PLELE L0000 11t IRy
213 YEPPEVGSDCTTI <ZmZOzmmOZOmzzxszreHHermcmmOZFFszmmm<m<O>nvm 272
311 xmebUMUmHWNOO<mUMHzZQUOHxwizozemQHOZHmHxxxmvaUMhrxrv<wmzm 370
I 111 < R | [BERRAE
273 moww%mmmzwrxxnomnvmwm@mm%xz>bmeme|--mmmv<0wzxvrcmm<w€rOHmem 329
371 H&MbexmemberO~bvomeHMG&%O--ODOOO:Ombbox:rrm>nwwzmr<mvmzma 428
A S R 3 I IR M ! HEE
330 RFEMFRELNDALELKD- - - - - - AQTARESGENRAHSSHLKSK-------nnmcoe- KGQS 369
429 PKQSDVFFRHSKP 441
| (A
370 PS------ RHKKP 376
SULT 11
3_CHICK .
P53_CHICK STANDARD; PRT; 367 AA.
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P10360;

01-MAR-1989 (Rel. 10, Created)

01-MAR-1989 (Rel. 10, Last sequence update) .
01-0CT-2000 (Rel. 40, Last annotation update)

CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).

TP53.

Gallus gallus (Chicken).

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Archosauria; Aves; Neognathae; Galliformes; Phasianidae; Phasianinae;
Gallus.
NCBI_TaxID=9031;
{1}

SEQUENCE FROM N.A.
STRAIN=SPAFAS;
MEDLINE=89083584;
Soussi T.;
"Nucleotide sequence of a cDNA encoding the chicken p53 nuclear
oncoprotein.”;

Nucleic Acids Res. 16:11383-11383(1988).

=1~ FUONCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES.
GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-
ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.
APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
EXPRESSION (BY SIMILARITY).

SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
SUBCELLULAR LOCATION: NUCLEAR.

SIMILARITY: BELONGS TO THE P53 FAMILY.

PubMed=3060861;

INDUCES

This SWISS-PROT entry is copyright. It is produced through a collaboration
. between the Swiss Institute of Bioinformatics and the EMBL outstation -

the European Bioinformatics Institute. There are no restrictions on its
use by non-profit institutions as long as its content 1is in no way
modified and this statement is not removed. Usage by and for commercial
entities requires a license agreement (See http://www.isb-sib.ch/announce/
or send an email to license@isb-sib.ch).

EMBL; X13057; CAA31456.1; -.

PIR; S02193; S02193.

HSSP; P04637; 1TSR.

InterPro; IPR002117; -.

pfam; PF00870; P53; 1.

PRINTS; PR0O0386; PS53SUPPRESSR.

PROSITE; PS00348; P53; 1.

Anti-oncogene; DNA-binding; Transcription regulation; Activator;

Nuclear protein; Phosphorylation; Apoptosis.

DOMAIN 1 30 TRANSCRIPTION ACTIVATION (ACIDIC).
DNA_BIND 87 278 BY SIMILARITY.
DOMAIN 308 339 OLIGOMERIZATION.
DOMAIN 347 364 BASIC (REPRESSION OF DNA-BINDING).
DOMAIN 292 306 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL).
MOD_RES 366 366 PHOSPHORYLATION (BY SIMILARITY).
SEQUENCE 367 AA; 40169 MW; FC37DOFCDF9195B6 CRC64;

Query Match 32.1%; Score 764.5; DB 1; Length 367;

Best Local Similarity 44 .6%; Pred. No. 1.6e-50;

Matches 169;

Qy
Db
Qy
Db
Qy

Conservative 50; Mismatches 105; Indels 55; Gaps 10;
* 11 LSP- m<mo=qumrmomHnm<ovHorzm<cmvmmco>ezxHmHmzvon30umUrmuwzz 69
[ [ t R | |
9 LEPTEVFMDLWSMLPY - - -SMQQL-=~=-~-- vrvmommzzomrm--..mrmwmomwwwvw 54

70 PQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPAIPSN 129
| | o 1 AN
55 PPPLPL-----------=----=-----c-o--- AAAAPPPLNPP- -TPPRAAPSPVVPST 85

130 TDYPGPHSFDVSFQQOSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQGAVIRAM 189
(| A (AR R Ry U R

us-09-670-568b-1.rsp

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
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86 EDYGGDFDFRVGFVEAGTAKSVTCTYSPVLNKVYCRLAKPCPVQVRVGVAPPPGSSLRAV 145

190 v<<zx?mm<em<<xm0vamrmmmwzm00H>vvmmbHx<mozmm>0<<mcheQmOm<b< 249

L0l LElntl:nt R N N A T T
146 AVYKKSEHVAEVVRRCPHHERCGGGTDG-LAPAQHLIRVEGNPQARYHDDETTKRHSVVV 204

250 PYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARICACP 309

POLE e FILTLT bttt (KRN | PLELLL L
205 PYEPPEVGSDCTTVLYNFMCNSSCMGGMNRRPILTILTLEGPGGOLLGRRCFEVRVCACP 264

310 GRDRKADEDSIRKQQVSDSTKNGDG- - TKRPFRQNTHGIQMTSIKKRRSPDDELLYLPVR 367
PHEY =l 1) - | | : LA
265 GRDRKIEEENFRK------- RGCAGGVAKRAMSPPTEAPEPPK - KRVLNPDNEIFYLQVR 316

368 ONMH&MZrbexmmrmrzo 386

PE T ) dsled
317 Qﬁﬂﬁ&MZFxMHZMDrorbm 335

RESULT 12

P53_CANFA

ID P53_CANFA STANDARD; PRT; 381 AA.

AC Q29537; Q9TV78;

DT 01-NOV-1997 (Rel. 35, Created)

DT 15-DEC-1998 (Rel. 37, Last sequence update)

DT 01-OCT-2000 (Rel. 40, Last annotation update)

DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).

GN TP53 OR P53.

(o1 Canis familiaris (Dog).

ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

oc Mammalia; Eutheria; Carnivora; Fissipedia; Canidae; Canis.

[0).4 NCBI_TaxID=9615;

RN [1}

RP SEQUENCE FROM N.A.

RC TISSUE=Leukocyte;

RX MEDLINE=98178696; PubMed=9519881;

RA vVeldhoen N., Milner J.;

RT "Isolation of canine p53 cDNA and detailed characterization of the
RT full length canine p53 protein."

RL  Oncogene 16:1077-1084(1998).

RN [2]

RP SEQUENCE FROM N.A.

RC TISSUE=Spleen;

RA Setoguchi A., Sakai T., Okuda M., Minehata K., Yazawa M., Ishizaka T.,
RA Watari T., Hasagawa A., Tsujimoto H.;

RT "Aberrations of p53 tumor suppressor gene in various spontaneous

RT tumors in the dog.";

RL Submitted (DEC-1998) to the EMBL/GenBank/DDBJ databases.

RN [3]

RP SEQUENCE OF 25-300 FROM N.A.

RC STRAIN=BEAGLE;

RX MEDLINE=95323915; PubMed=7600529;

RA Kraegel S.A., Pazzi K.A., Madewell B.R.

RT "Sequence analysis of canine p53 in the region of exons 3-8."

RL Cancer Lett. 92:181-186(1995).

CcC ~!- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cc GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL

cC CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cc TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-

CC ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY

cC CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
CcC ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.

cC APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cC BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2

cC EXPRESSION.

cc SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).

cC SUBCELLULAR LOCATION: NUCLEAR.

CcC DISEASE: P53 IS FOUND IN INCREASED AMOUNTS IN A WIDE VARIETY

cC OF TRANSFORMED CELLS. P53 IS FREQUENTLY MUTATED OR INACTIVATED
cC IN MANY TYPES OF CANCER.

CcC SIMILARITY: BELONGS TO THE P53 FAMILY.

[ bttt ettt ittt
cc This SWISS-PROT entry is copyright. It is produced through a collaboration
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cc between the Swiss Institute of Bioinformatics
cc the European Bioinformatics Institute. There are no
non-profit institutions. as long as its content is in
cc modified and this statement is not removed.

and the

:mnom:mqo-mmwvuw.ﬂmw

EMBL outstation -
restrictions on

its

no way

and for commercial

cc entities requires a license agreement (See :wﬁv“\\zts.»mc-mwc.ov\m550c=nm\

cc or send an email to Phomsmmmhmu-mwc.nrv.

DR EMBL; AF060514; AAC16909.1; -.

DR EMBL; AB020761; BAA78379.1; -.

DR EMBL; S77819; AAB42022.1; -,

DR HSSP; P04637; 1vcCs.

DR InterPro; IPR002117; -.

DR Pfam; PF00870; P53; 1.

DR PRINTS; PR00386; P53SUPPRESSR.

DR PROSITE; PS00348; P53; 1.

KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; vsomv:onwwmnpoah Apoptosis.,

FT DOMAIN 1 44 TRANSCRIPTION ACTIVATION (ACIDIC).

FT DNA_BIND 89 280 BY SIMILARITY.

FT DOMAIN 313 344 OLIGOMERIZATION.

FT DOMAIN 356 375 BASIC (REPRESSION OF DNA-BINDING) .

FT DOMAIN 299 311 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL) .
FT MOD_RES 380 380 PHOSPHORYLATION (BY SIMILARITY).

FT CONFLICT 2 EES -> QEP (IN REF. 2).

4
FT CONFLICT 378 378
SQ SEQUENCE 381 AA; 42486 Mw;

L -> P (IN REF. 2).
761A718FDC9Y3DAS9 CRC64 ;

Query Match 31.6%; Score 753.5; pB 1; Length 381;

Best Local Similarity 41.5%; Pred. No. 1.2e~49;

Matches 160; Conservative uu“ Mismatches 98; 1Indels 73; Gaps
Qy 11 LSPEVFQHIWDFL-EQPICSVQ- - -PID- - - - - - - - LNFVDEPSEDGATNKIEISMDCIR 58
Db 14 Mmome%mmm&m Nvmzz«rmmmrou»o%mrrrwmm<«b$wwmomcow ............. 60
Qy 59 zoumobmcvzzvoxezrorrzszooHozmmmmemvwzaom>ozm<e>mmv<>ommmemu 118

- Db 61 -------- %xk% ............................. %em%v%%%mw--»wwtvr‘ 80
Qy 119 wrmvmm>HvmzqU<vnv:mmc<mwoommeyxm>e=a<membxwrnnoH>zaomHon<:e 178
Db 81 ----Ssivbdeknibtricis LGRSV e kL A bbbl 136
Qy 179 vvvomy<uz»Zm<<x:wm:<em<<xxouzmmbmmmemnoH>vummer<mmzmmwo<< 238
o 137 ﬁ_v,_uﬂ_szgs_:_zrmEm%_mt%;mg&mwm_-m_,__m_é_&zé_:_g_,,%m 195
Qy 239 cnHaowom<r<v<mmvo<nemmea<b<zmznmeo<mnxzmmVHhHH<armemuno<row 298
b 106 H_;zhz_é_“i“_.,_:r_,gs.&?_?z:.%_uﬁh_upm%ﬁxqr&am@_zi__ﬂ 255
Qy 299 mnmm>mHo>nmoxcwwycmcmwaoo<mowaxzoooexzmwmozemoHozemexzxmvo 358
Db 256 ZMMM<%¢%%M%Mﬁ%zwemmmmw:MWQMVObmvvwom%hw>bbmm%---mmwmvaMMer 312

Qy 359 DELLYLPVRGRETYEMLLKIKESLEL 384
| LAY L |
Db 313 GEYFTLOTRGRERYEMFRNLNEALEL 338

RESULT 13
P53_ORYLA

D P53_ORYLA
AC P79820;
DT 01-NOV-1997 (Rel. 35, Created)

DT 01-NOV-1997 (Rel. 35, Last sequence update)

DT 01-0CT-2000 (Rel. 40, Last annotation update)

DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).

GN TP53 OR P53.

os Oryzias latipes (Medaka fish).

oC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi ;
oc Actinopterygii; Neopterygii; Teleostei; Euteleostei; Neoteleostei;

STANDARD; PRT; 351 AA.

Page 10

ocC Acanthomorpha; Acanthopterygii; Percomorpha; Atherinomorpha;
oc Beloniformes; Adrianichthyidae; Oryziinae; Oryzias.
[0):4 zomHlemxHUumomo“ :
RN [1]
RP SEQUENCE FROM N.A.
RC TISSUE=Liver; .
RX MEDLINE=97305153; PubMed=9161419;
RA Krause M.K., Rhodes L.D., van Beneden R.J.;
RT "Cloning of the P53 tumor suppressor gene from the Japanese medaka
RT (Oryzias latipes) and evaluation of mutational hotspots in MNNG-
RT exposed fish.";
RL Gene HmwnHOH.HOQAmeqv.
CcC -1- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cc GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cc TUMOR SUPPRESSION ACTS IN CELL CYCLE REGULATION, IS A TRANS -
cC ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
cc CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES
cc APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cc BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
cc EXPRESSION (BY MHZHr>mHe<V.
cc SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
cc SUBCELLULAR LOCATION: NUCLEAR.
cc SIMILARITY: BELONGS TO THE P53 FAMILY.
e e
cc This SWISS-PROT entry is copyright. It is produced through a collaboration
cc between the Swiss Institute of Bioinformatics and the EMBL outstation -
cc the Eurcpean Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
cc modified and this statement is not removed. Usage by and for commercial
cc entities requires a license agreement (See wnnbu\\tst.wmv.mwc.or\m=50c=nm\
cc or send an email to license@isb-sib.ch).
L L e D
DR EMBL; U57306; AAC60146.1; -,
DR HSSP; P04637; 1YCS.
DR InterPro; IPR002117; -.
DR Pfam; PF00870; P53; 1.
DR PRINTS; PR0O0386; P53SUPPRESSR.
DR PROSITE; PS00348; P53; 1.
KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.
FT DOMAIN 1 47 TRANSCRIPTION ACTIVATION (ACIDIC).
FT DNA_BIND 86 272 BY SIMILARITY.
FT DOMAIN 301 330 OLIGOMERIZATION.
FT DOMAIN 333 349 BASIC (REPRESSION OF Uz>anchzov.
FT DOMAIN 282 294 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL) .
FT MOD_RES 350 350 PHOSPHORYLATION (BY mHZHbPzHe<v.
5Q SEQUENCE 351 AA; 39666 MW; BC6153363568BEAL CRC64;
Query Match 31.3%; Score 746; DB 1; Length 351;
Best Local Similarity 43.1%; Pred. No. 3.8e-49;
Matches 163; Conservative 54; Mismatches 81; 1Indels 70; Gaps 10;

Qy
Db
oy
Db
Qy
Db
Qy
Db

oy

Hm ﬁOIHZUWFNOﬁHOM<O@HUFZW<UWWMMUO>HZ=HNHWZUOHWZOUWUPWU@ZZ@O&HZb 75
N T I HEEE T | : B N N
14 ﬂOMﬁSMH<%m©F-nvmermrve<2mv€0w2 uuuuuu VATGDMFLLDQDLS - === ~= ==~ - 54

76 OTFZMZUODHOZQwmmemU%Z%Um>ozm<a>va%>O@mm8ﬁbybmvmvﬁHTMZHUNvmv 135
Sl ] o I B | ottt
55 ~-~GTFDDKI-------=--cacmco__ ﬁUHT:r|Hmw<mezm<znvme€<v<ﬂﬁo<ﬁmm S0

136 ImMD<mMOOmme>Nm>eEeMWHMFWWFMOOH>XHOvHOHx<zévaOO><HN>Zv<<zx> 195
L N U NN N N IIRAEEER (LR [N
91 %mrmbzmoane>xw<eme&mmerzerOOb>wamvHm<x<meVUxO>Hhm>e><<wxe Hwo

196 m:<em<<xwomzmmrmzmmeooHyvvm=rHz<mmzmm>o~<mcvHeozom<r<v<muvo 255
VIT sl e 11 PEELELE s 0 00 L 1
151 EHVADVVRRCPHHQ- - - - - NEDSVEHRSHLIRVEGSQLAQYFEDPYTKRQSVTVPYEPPQ 205

256 <mqmmqe<r~zm302mmo<QQZZzmerHH<ermexamo<romxowm>xHowovmmoxx> 315
[ B NN RN FUEUE 0 CHenner cnen e
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Db 206 PGSEMTTILLSYMCNSSCMGGMNRRPILTILTLET-EGLVLGRRCFEVRICACPGRDRKT 264
Qy 316 UmomHxxoo<mcwexzouoexxnmmozqmoHozamexmmm ....... moumrr&rv<mm 368
sl [ 11 AR | : bl
Db 265 mmmmzozeomx ......... KRKVTPNT----- mmmx%zxm:mmommm02mm<m:mm<<o 310
Qy 369 RETYEMLLKIKESLELMQ 386
et s il
Db 311 RERYEFLKKINDGLELLE 328
RESULT 14
P53_BOVIN
1D P53_BOVIN STANDARD; PRT; 386 AA.
AC 029628;
DT 01-NOV-1997 (Rel. 35, Created)
DT 01-NOV-1997 (Rel. 35, Last sequence update)
DT 01-0CT-2000 (Rel. 40, Last annotation update)
DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53). .
GN TPS53.
0os Bos taurus (Bovine), and Bos indicus (Zebu).
oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
oc Mammalia; Eutheria; Cetartiodactyla; Ruminantia; Pecora; Bovoidea;
ocC Bovidae; Bovinae; Bos.
ox NCBI_TaxID=9913, 9915;
RN [1]
RP SEQUENCE FROM N.A.
RC SPECIES=Bovine; TISSUE=Liver;
RX MEDLINE=-95352829; PubMed=7626789;
RA Dequiedt F., Kettmann R., Burny A., Willems L.;
RT "Nucleotide sequence of the bovine P53 tumor-suppressor cDNA.";
RL  DNA Seq. 5:261-264(1995).
RN [2]
RP SEQUENCE OF 13-386 FROM N.A.
RC SPECIES=~Bovine; STRAIN=HOLSTEIN; TISSUE=Thymus;
RX MEDLINE=96401400; PubMed=8807776;
‘RA Komori H., Ishiquro N., Horiuchi M., Shinagawa M., Aida Y.;
RT *predominant p53 mutations in enzootic bovine leukemic cell lines.":;
RL Vet. Immunol. Immunopathol. 52:53-63(1996).
RN [3)
RP SEQUENCE FROM N.A.
RC SPECIES=B.indicus; STRAIN=BORAN; TISSUE=Blood;
RA Bishop R.R.P., Gobright E.E.I.;
RL Submitted (APR-1997) to the EMBL/GenBank/DDBJ databases.
cc -1- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES
cc GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL
cc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN
cc TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS-
cc ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY
ccC CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE
cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.
cc APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF
cc BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2
CcC EXPRESSION.
cc SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).
cc SUBCELLULAR LOCATION: NUCLEAR.
[olo} DISEASE: P53 IS FOUND IN INCREASED AMOUNTS IN A WIDE VARIETY
CccC OF TRANSFORMED CELLS. P53 IS FREQUENTLY MUTATED OR INACTIVATED
cc IN MANY TYPES OF CANCER.
cc -t- SIMILARITY: BELONGS TO THE P53 FAMILY.
Lo o il e L E e R
cc This SWISS-PROT entry is copyright. It is produced through a collaboration
cc between the Swiss Institute of Bioinformatics and the EMBL outstation -
cc the European Bioinformatics Institute. There are no restrictions on its
cc use by non-profit institutions as long as its content is in no way
ceC modified and this statement is not removed. Usage by and for commercial
cc entities requires a license agreement (See http://www.isb-sib.ch/announce/
cc or send an email to license@isb-sib.ch).
[ole}
DR EMBL; X81704: CAAS57348.1;
DR EMBL; D49825; BAA08629.1; .
DR EMBL; U74486; AAB51214.1; -.
DR HSSP; P04637; 1YCR.

us-09-670-568b-1.rsp

DR InterPro; IPR002117: -.

DR pfam; PF00870; P53; 1.

DR PRINTS; PRO0386; P533SUPPRESSR.

DR PROSITE; PS00348; PS53; 1.

KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;
KW Nuclear protein; Phosphorylation; Apoptosis.

FT DOMAIN 1 44 TRANSCRIPTION ACTIVATION (ACIDIC).
FT DNA_BIND 94 285 BY SIMILARITY.
FT DOMAIN 318 349 OLIGOMERIZATION.
FT DOMAIN 361 380 BASIC (REPRESSION OF DNA- mHchzov
FT DOMAIN 304 316 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL).
FT MOD_RES 385 385 PHOSPHORYLATION (BY SIMILARITY).
FT CONFLICT 380 380 R -> T (IN REF. 2).
SQ SEQUENCE 386 AA; 43255 MW; 222473F28C548F31 CRC64;
Query Match 31.1%; Score 741.5; DB 1; Length 386;
Best Local Similarity 38.4%; Pred. No. S.4e-49;

Matches 165; Conservative 68; Mismatches 126; 1Indels 71; Gaps

Qy 11 LSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQDSDLSDPMWP 70
Db 14 Mwomehmcb&thvMZ ............................... zwrmwmﬁw>%bco 42
Qy 71 QYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPA----- 125
Db 43 rrw<e0<wezrwmnmzm>w02vmw ............ m%%b%v%v>% ..... %>%%emimr 85
Qy 126 ---IPSNTDYPGPHSFDVSFQQSSTAKSATWIYSTELKKLYCQIAKTCPIQIKVMTPPPQ 182
Db 86 mmM<Mwoxeb%MZMOM%WQMF%WQ%%P%<%O%<mvmpzxFMMMFPNHOv«MWZﬁDWPP%v 145
Qy 183 ®><HW>Zv<<xx>mm<em<<xw0vz:mbwwmwzm00H>mvmmbHx<m02m=>0<<mche 242

A N : |
Db 146 Qem<m>z>H<xzbmmzem<<mmnv:mmwmmc<mum r>mvomwa<WOwa>mmbouwZH 204

Qy- 243 mwom<b<v<mmvo<memmae<b<zmzozmm0<omZZNWMHhHH<€rmemooo<r0mwnmm 302
s Poder o0 Che DRRPELRE =it 11l bl ol

Db 205 mm:m<<<m<mmancmmoeqmezszmeOZQQZzwweraHHermcmoozrroxzmwm 264

Qy 303 wwHoyovomomchmomHzxoo<mcmexzaonexzvmwozeanozamHxxmmmm-uomr 361
SULELETEL: sleesl e It Il U

Db 265 <m<o>omowcxwammmbexzmomnmmwmmxmeww»rmeze----mmmvomwxxvroom< 320

Qy 362 F<Fv<m0mmHKmZbPWHxmmrmrzO<PUOIHHNG&NOOOOOOE OHLLOKHLLS - FOsz 419

: | : N | | :1
Db 321 FTLQIRGFKRYEMFRELNDALEL- - - - - KDALDGREPGESRAHSSHLKSKKRPSPSCHKK 375

Qy 420 ELVEPRRETP 429
BN |
Db 376 PML--KREGP 383

RESULT 15
P53_MARMO

ID P53_MARMO
AC 036006;
DT 01-0CT-2000 (Rel. 40, Created)

DT 01-0CT-2000 (Rel. 40, Last sequence update)

DT 01-0CT-2000 (Rel. 40, Last annotation update)

DE CELLULAR TUMOR ANTIGEN P53 (TUMOR SUPPRESSOR P53).

GN TP53.

0s Marmota monax (Woodchuck).

oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

ocC Mammalia; Eutheria; Rodentia; Sciurognathi; Sciuridae; Sciurinae;

ocC Marmota.

[0)4 NCBI_TaxID=9995;

RN [1}

RP SEQUENCE mwoz N.A.

RX MEDLINE=97376996; PubMed=9233767;

RA Feitelson M.A., Ranganathan P.N., Clayton M.M., Zhang S.M.;

RT "partial characterization of the woodchuck tumor suppressor, p53, and
RT its interaction with woodchuck hepatitis virus X antigen in

STANDARD; PRT; 391 AA.

Page HH

11;
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RT hepatocarcinogenesis.”; [ bt N F : | | : H
RL Oncogene 15:327-336(1997). Db 322 DGEYFTLKIRGRARFEMFQELNEALELKDAQAEK--- - - EPGESRPHPSYLKSKKGQSTS 376

cc -1- FUNCTION: ACTS AS A TUMOR SUPPRESSOR IN MANY TUMOR TYPES. INDUCES

cC GROWTH ARREST OR APOPTOSIS DEPENDING ON THE PHYSIOLOGICAL Qy 418 RNELVEPRRETP 429
cCc CIRCUMSTANCES OR CELL TYPE, BUT BOTH ACTIVITIES ARE INVOLVED IN T I

cC TUMOR SUPPRESSION. ACTS IN CELL CYCLE REGULATION, IS A TRANS- Db 377 RHKKIIFKREGP 388
CcC ACTIVATOR THAT ACTS TO NEGATIVELY REGULATE CELL DIVISION BY

[ole} CONTROLLING A SET OF GENES REQUIRED FOR THIS PROCESS. ONE OF THE

cc ACTIVATED GENES IS AN INHIBITOR OF CYCLIN-DEPENDENT KINASES.

cc APOPTOSIS INDUCTION SEEMS TO BE MEDIATED EITHER BY STIMULATION OF Search completed: August 8, 2001, 01:42:11
cC BAX AND FAS ANTIGEN EXPRESSION, OR BY REPRESSION OF BCL-2 Job time: 390 sec

cC EXPRESSION.

cC =!- SUBUNIT: BINDS DNA AS AN HOMOTETRAMER (BY SIMILARITY).

cc -1- SUBCELLULAR LOCATION: NUCLEAR.

cC -1- DISEASE: P53 IS FOUND IN INCREASED AMOUNTS IN A WIDE VARIETY

cC OF TRANSFORMED CELLS. P53 IS FREQUENTLY MUTATED OR INACTIVATED

cc IN MANY TYPES OF CANCER.

CcC -!- SIMILARITY: BELONGS TO THE P53 FAMILY.

[ et AR

cc This SWISS-PROT entry is copyright. It is produced through a collaboration
cc between the Swiss Institute of Bioinformatics and the EMBL outstation -
cC the European Bioinformatics Institute. There are no restrictions on its
[olo] use by non-profit institutions as long as its content is in no way
cc modified and this statement is not removed. Usage by and for commercial
CcC entities requires a license agreement (See http://www.isb-sib.ch/announce/
ccC or send an email to Hwnm:mmmwmc-mwu.ovv..

OO mmmmmm o e oo e e e e emeemaaa.
DR EMBL; AJ001022; CAA04478.1; -.

DR HSSP; P04637; 1TSR.

DR InterPro; IPR0O02117; -.

DR pfam; PF00870; PS3; 1.

DR PRINTS; PR0O0386; PS53SUPPRESSR.

DR PROSITE; PS00348; P53; 1.

KW Anti-oncogene; DNA-binding; Transcription regulation; Activator;

KW Nuclear protein; Phosphorylation.

FT DOMAIN 1 44 TRANSCRIPTION ACTIVATION (ACIDIC).

FT DNA_BIND 100 290 BY SIMILARITY.

FT DOMAIN 323 354 OLIGOMERIZATION.

FT DOMAIN 366 385 BASIC (REPRESSION OF DNA-BINDING).

FT DOMAIN 309 321 NUCLEAR LOCALIZATION SIGNAL (POTENTIAL).
FT MOD_RES 390 390 PHOSPHORYLATION (BY STMILARITY).

sQ SEQUENCE 391 AA; 43468 MW; E1DESDB84BA40182 CRC64;

o:mnwxmno: uo.wshmnonmqmm“uwuhbmsmﬁ:men
Best Local Similarity 38.0%; -Pred. No. 2.5e-48;
Matches 164; Conservative 68; Mismatches 130; 1Indels 70; Gaps 9;

Qy 11 LSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQDSDLSDPMWP 70
Db 14 LSQBTFSDIMNLLP-----<-snn=~eomooe oo ENwVLSPVISP 38
Qy 71 QYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPA----- 125
Db 39 uZUWW.FMW%NW.-OW%ZﬂUN--..Qv%m%rOZmb%%%Mw%ﬁev%>mer>%www%em£vb 91
Qy 126 - - -IPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQ 182

iy N O N L N N T N T e N
Db 92 SSSVPSONTYPGVYGFRLGFLHSGTAKSVTCTYSPSLNKLFCQLAKTCPVQLWVDSTPPP 151

Qy 183 GAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPIT 242
Fos bl stibscsda bl : (A R
Db 152 GTRVRAMAIYKKSQHMTEVVRRCPHHE- - RCSDSDGLAPPQHLIRVEGNLRAEYLDDRNT 209

Qy 243 GROSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFE 302
Pl sl e 1 e L1 Lol 1t
Db 210 FRHSVVVPYEPPEVGSECTTIHYNYMCNSSCMGGMNRRPILTIITLEGSSGNLLGRNSFE 269

Qy 303 ARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNT - - - - - HGIQMTSIKKRRSP 357
il IENEAREIR R E: l: [NEEE i : [::
uc uqo<m<n>nvozcmzemmmzmwxz,-.J-.--omvommmvvwmexw»rmznemmmuovxxxmruwu

oy 358 DDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQOQQQHQHLLQKHLLSACF 417
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GenCore version 4.5
Copyright (c) 1993 - 2000 Compugen Ltd.

OM protein - protein search, using sw model

Run on

Title:
pPerfec
Sequen

Scorin

Search

Total number of hits satisfying chosen parameters:

t score:
ce:

g table:

ed:

August 8, 2001, 01:36:50 ; Search time 85.05 Seconds
(without alignments)
696.915 Million cell updates/sec

US-09-670-568B-1

2383

1 MSQSTQTNEFLSPEVFQHIW..........PKQSDVFFRHSKPPNRSVYP 448

BLOSUM62
Gapop 10.0 , Gapext 0.5

425026 seqs, 132305027 residues
425026

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%

Databa

se :

Pred. No.

Maximum Match 100%
Listing first 45 summaries

SPTREMBL_16:*

: sp_archea:*

sp_bacteria:*

sp_fungi:*

sp_human: *

sp_invertebrate:* .
Sp_mammal :*

sp_mhc:*

sp_organelle:* .
¢ sp_phage:* . .
10: sp_plant:* .
11: sp_rodent:*

12: sp_unclassified:*

13: sp_vertebrate:*

14: sp_virus:* . .

WU S WN -

is the number of results predicted by chance to have a

score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution.

SUMMARIES

]

Query

Match Length DB ID Description

100.0 448 4 076078 076078 homo sapien
100.0 487 4 Q9H3D2 Q9h3d2 homo sapien
96.3 483 11 088897 088897 mus musculu
91.7 471 4 QOYNPH7 Q9nph7 homo sapien
91.7 516 4 Q9UP27 Q9up27 homo sapien
91.7 516 4 Q9P1B7 Q9p1b7 homo sapien
91.7 555 4 Q9H3D3 Q9h3d3 homo sapien
91.7 641 4 Q9uP28 Q9up28 homo sapien
91.7 641 4 075195 075195 homo sapien
91.7 680 4 Q9UE10 Q9%uell homo sapien
91.7 680 4 Q9H3D4 Q9h3d4 homo sapien
91.0 555 11 Q9%QwWz20 Q9gqwz0 mus musculu
91.0 680 11 088898 088898 mus musculu
91.0 680 11 (Q9JJIP6 Q9jjp6 rattus norv
84.4 393 4 075922 075922 homo sapien
81.3 389 11 088899 088899 mus musculu
76.1 416 4 Q9P1B6 Q9plb6 homo sapien
76.1 461 4 Q9P1BS Q9p1b5 homo sapien
76.1 461 4 Q9UP26 Q9up26 homo sapien

20 1813 76.1 586 4 (Q9rPl1B4 Q9plb4 homo sapien
21 1813 76.1 586 4 Q9UBVS Q9ubv9 homo sapien
22 1811 76.0 461 11 QI9QWY9 Q9qwy9 mus musculu
23 1811 76.0 586 11 089097 089097 mus musculu
24 1796 75.4 356 4 Q9UP74 Q9up74 homo sapien
25 1796 75.4 586 4 075080 075080 homo sapien
26 1744 73.2 582 13 Q9DEC7 Q9dec? gallus gall
27 1363 57.2 501 4 Q9H3P8 Q9h3p8 homo sapien
28 1326.5 55.7 641 13 Q9W664 Q9w664 barbus barb
29 1304 54.7 631 11 Q%JJIP2 Q93jp2 mus musculu
30 1271.5 53.4 590 11 Q9JJP1 Q93jpl mus musculu
31 983 41.3 497 11 Q9WUJO Q9wuj0 mus musculu
32 860.5 36.1 621 5 QI9NGC7 Q9ngc7 mya arenari
33 853 35.8 443 5 Q9INGC8 Q9ngc8 mya arenari
34 746.5 31.3 352 13 Q9PsU8 Q9psuB oryzias lat
35 746.5 31.3 352 13 Q9PsU7 Q9psu7 oryzias lat
36 745.5 31.3 564 5 Q27937 Q27937 loligo forb
37 735.5 30.9 387 6 Q9N252 Q9n252 sus scrofa
38 732.5 30.7 265 13 Q9W681 Q9w681 oncorhynchu
39 728.5 30.6 265 13 Q9W682 Q9w682 oncorhynchu
40 725.5 30.4 265 13 Q9W680 Q9w680 oncorhynchu
41 723.5 30.4 378 14 P83002 P89002 mastomys na
42 717.5 30.1 393 4 QSHAQB Q%haq8 homo sapien
43 716.5 30.1 393 4 016811 Q16811 homo sapien
44 714 30.0 390 11 070366 070366 mus musculu
45 713.5 29.9 393 4 Q15087 Q15087 homo sapien
ALIGNMENTS

RESULT 1

076078

D 076078 PRELIMINARY; PRT; 448 AA.

AC  076078;

DT 01-NOV-1998 (TrEMBLrel. 08, Created)

DT 01-NOV-1998 (TrEMBLrel. 08, Last sequence update)

DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)

DE P51 ISOFORM TAP63GAMMA (TA P63 GAMMA).

0os Homo sapiens (Human).

ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

ocC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

ox NCBI_TaxID=9606;

RN (1]

RP SEQUENCE FROM N.A.

RX MEDLINE=98448095; PubMed=9774969;

RA Yang A., Kaghad M., Gillett E., Fleming M.D., Dotsch V., Andrews N.C.,

RA Caput D., McKeon F.;

RT "p63, a p53 homolog at 3g27-29, encodes multiple products with

RT transactivating, death-inducing, and dominant-negative activities.";

RL Mol. Cell 2:305-316(1998).

RN [2]

RP SEQUENCE FROM N.A.

RC TISSUE=SKELETAL MUSCLE;

RX MEDLINE=98324755; PubMed=9662378;

RA  Osada M., Ohba M., Kawahara C., Ishioka C., Kanamaru R., Katoh I.,

RA Ikawa Y., Nimura Y., Nakagawara A., Obinata M., Ikawa S.;

RT "Cloning and functional analysis of human p51, which structurally and

RT functionally resembles p53.";

RL Nat. Med. 4:839-843(1998).

RN {3]

RP SEQUENCE FROM N.A.

RX MEDLINE=20388515; PubMed=10935472;

RA Tani M., Shimizu K., Kawahara C., Kohno T., Ishimoto 0., Ikawa S.,

RA Yokota J.;

RT "Mutation and expression of the p51 gene in human lung cancer.";

RL Neoplasia 1:71-79(1999).

DR EMBL; AF(075428; AAC62633.1; -.

DR EMBL; AB016072; BAA32592.1; -.

DR EMBL; AF116770; AAF43486.1; -.

DR EMBL; AF116756; AAF43486.1; JOINED.

DR EMBL; AF116757; AAF43486.1; JOINED.

DR EMBL; AF116759; AAF43486.1; JOINED.

us-09-670-568b-1.rspt
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DR
DR
DR
DR
DR
DR
DR
DR
DR
DR
DR
sQ

Qy
Db
Qy
Db
Qy
Db

Qy-

Db
Qy
Db

Qy
Db

Qy
Db

Qy
Db

RE
Q9
D
AC
DT
DT
DT
DE
GN
0s
ocC
oC
(0.4
RN
RP
RX
RA
RA
RT
RT
RL
RN
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AF116760; AAF43486.1; JOINED. RP SEQUENCE FROM N.A.
AF116761; AAF43486.1; JOINED. RA Hagiwara K., McMenamin M.G., Harris C.C.;
AF116762; AAF43486.1; JOINED. RL Submitted (JAN-1999) to the mzmb\omsmmax\ocwh databases .
AF116763; AAF43486.1; JOINED. DR EMBL; AF124540; AAG45609.1; -,
AF116764; AAF43486.1; JOINED. DR EMBL; AF124528; AAG45609.1; JOINED.
AF116765; AAF43486.1; JOINED. DR EMBL; AF124529; AAG45609.1; JOINED.
P04637; 1vcs. DR EMBL; AF124531; AAG45609.1; JOINED.
InterPro; IPR002117; -. DR EMBL; AF124532; AAG45609.1; JOINED.
Pfam; PF00870; P53; 1. DR EMBL; AF124533; AAG45609.1; JOINED.
PRINTS; PR00386; P53SUPPRESSR. DR EMBL; AF124534; AAG45609.1; JOINED.
ProDom; PD002681; -; 1. . DR EMBL; AF124535; AAG45609.1; JOINED.
SEQUENCE 448 AA; 50951 MW; A4FFS56B8D1E7B3A6 CRC64 ; SQ SEQUENCE 487 AA; 55687 MW; B86CC865BDF2643DD CRC64 ;
Query Match 100.0%; Score 2383; DB 4; Length 448; Query Match 100.0%; Score 2383; pB 4; Length 487;
Best Local Similarity 100.0%; Pred. No. 8.1e-199; Best Local Similarity 100.0%; Pred. No. 8.9e-199;
Matches 448; Conservative 0; Mismatches 0; Indels 0; Gaps 0; Matches 448; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
1 :momeoqmebmvm<womszmrmovHom<OVHUFZﬁ<Umvmmum>erHmHmZOOHWZO 60 Qy 1 ZWOMHOHZMWbmvm<M0:HzcwrmoVHOm<OUHurzm<Umvmm0Q>62zHMHMZDOHWZO m@
RSN Y ERRREI FIVEELEE g 1l VLI g FILLLILILT Lt SEERNARNRR RN
1 KMOMHOHZMWFmvm<w0=szﬁbmovH0m<0vHUrzw<UmvmmUOweZRHmHmZDOHxZo 60 Db 40 zmomeoezmmbmmm<momHSUMFmovHOm<OVHUsz<UmmmmUQ>HZxHMHMZUOH%ZO 99
61 UmUrm¢vZ£10<eZPQPFZWEUDOHoznmwmamv&ZeUm>ozm<%>wmv<>ovmmemcbr 120 Qy 61 UmUhmDmKSvowezrmrbzmzoooHozommmemb<zecm>ozm<e>vmw~>ovmmewc>r 120
VLLELV LT PLELEIV Lty [LARRRN [NERNRE] It PEVILTII 1y ENNRNNARRARRRER [ARNRRNRN]
61 UmUrmDvEﬂvO&%ZFOHFZMZDOOHOanmmHmvmZHUI>Ozm<e>vwv<>ovmmewcbr 120 Db 100 DMUFmUﬁZSMO&@zrnrbszDOOHOZOmwmamv<zaU=>Ozm<e>vmv<>ovmmewc>r 159
121 mvmuwHvMZHUKwomzmmv<mmOOwma>wm>e26&memrzwr~no~>zenuHOHx<§emv 180 Qy 121 mvmv>HmmzeU<vom:mmo<wmoowme>xw>e2q<mHMPxxr<OOH>xHOMHOHx<Zawv 180
T VIVELELLE ey Vit VUV g NS RRRNRNERRAAY! FLLLELLIT 1) LELEE ARARRR
121 sSpSpaIp 2%U<vnvmwmc<mmoomme»xw>a£emMﬂMbwsznpoxeovHDHx<quv 180 Db 160 mvmv>HmmzeU%vmm:mwc<wmoommebwaete&mamrwwr<noH>zean0Hx<Zevm 219
181 voo><Hm>2v<<xx>mm<em<<xxovzmmvmwmwzmmoH>mvwthw<m02mm>o<<mUm 240 Qy 181 ﬂ00><Hm>Zw<<Nw>mm<%m<<xwnvz:mrmmmwzmooH>vmm=er<mmzm:bO<<mov 240
SRR AT [LARARE (AR RARN FLEVEE it SRRARRRRNAREEY PILTELEIN L) 11
181 uom><Hm>21<&xx>m:<em<<xmowz:mrmwmmzmmoHbvvmmme<mmzm=>0<<mUw 240 Db 220 VOQ><Hm>Zv<<xz>m:<em<<xx0vz:mrszMzm00H>mwmmbHw<mmzw:>o~<mcv 279
241 HHomom<r<v<wvvo<memmee<r~2wzozmm0<0022szHbHH<€Pmemono<rnzwn.uoo Qy 241 Henxom<r<v<mvvo<nemwee<r<2mzozmmo<nmzzwzmHbHH<ermaw0®0<bowmn 300
TLLELE PILILTLEL L)) FELVLL I i 1) IR ARARY LEVELTY LRI PLCEELEb e n
241 HHQwom<r<v<mvvo<nemmee<r<2mzozmwo<oozzwmvHrHH<ermemUno<hmxw0 300 Db 280 Hemx0m<b<v<mvwo<oewmeq<b<szozmm0<mmzzmwwaHH<ﬁrquoho<boxxn 339
301 mm>an$Ovmx0xz>omcmHzxoo<m0mezzncnaxmvwz026mQHozemexwxvaUm 360 Qy 301 mm>zHO>Ovmemz>UmUWHzx00<mcmexzocoexmvmwoze:nHoxqmHxxzwmvcom 360
LLELELLL by PULVLEEL I gy [NRARAR 111 | PLEEEE et LV FELLERLEI bty [ERARE
301 wmben>0mmexx>DmomHzﬂoo<mUmexszQszvmmozamnHozemszwxmbvcm 360 Db 340 ﬁmwaO>OvoxcmN>UMDWHzxoo<w0mexznonaxszwOZHmnHozemHxxwxmvccm 399
361 bb<rv<wmzma<m3rrxHxmmhmrzo<rvomeHma<xoooooomombboxmrrm>0ﬁx2w 420 Qy 361 bb&ﬁh<m®%m&wﬁ:rbexmmhmrzO<huomaHmexmoooooomomrrOx:hrm>omwzm 420
ANERRRSNA N AN ULV LTy AAERRRRRRAEANY LEEVELEL Ry RN ERRNARE RN LEELEEEL ey
361 hh«bm<wnwme<m3ﬁhxmewrmr10~bmomqumeﬂmoooooomomrboxmbrmbomzzm 420 Db 400 bh&bv<wmeH<m1rhwmemrmr20<rv0:eng<woooooomombrozmrrmbnmxzm 459
421 b<mvwmmamzomc<wmw:mxvvzxm<<v 448 Qy 421 b<mmm%m&mxom0<mww1mxvvzzm<<n 448
FLLLLLLLLE Iy AN RAERRRRNRAER Y [EERERE
421 r<mwwwmevamU<wmz=mxvv2xm<<v 448 Db 460 r<mvwxmamxom0<wmw:mxmvzzm<<n 487
SULT 2 RESULT 3
H3D2 088897
Q9H3D2 PRELIMINARY; PRT; 487 AA. ID 088897 PRELIMINARY; PRT; 483 AA.
Q9H3D2; AC  088897;
01-MAR-2001 (TrEMBLrel . 16, Created) DT 01-NOV-1998 (TrEMBLrel. 08, Created)
01-MAR-2001 (TrEMBLrel. 16, Last sSequence update) DT 01-NOV-1998 (TrEMBLrel. 08, Last sequence update)
01-MAR-2001 (TrEMBLrel. 16, Last annotation update) DT 01-JUN-2000 (TrEMBLrel. 14, Last annotation update)
TA P63 GAMMA. DE TA*P63 GAMMA.
P63. os Mus musculus (Mouse) .
Homo sapiens (Human) . oC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; ocC Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. ox NCBI_TaxID=10090;
NCBI_TaxID=9606; RN {1}
(1] RP  SEQUENCE FROM N.A.
SEQUENCE FROM N.A. RX ZMUFHZMuwmApmowmn v:UZmQuwwqawmo“
MEDLINE=98448095; PubMed=9774969; RA Yang A., Kaghad M., Gillett E., Fleming M.D., Dotsch V., Andrews N.C.,
Yang A., Kaghad M., Wang Y., Gillett E., Fleming M.D., Dotsch v., RA Caput D., McKeon F.;
Andrews N.C., Caput D., McKeon F.; RT "p63, a p53 homolog at 3q27-29, encodes multiple products with
"p63, a p53 homolog at 3927-29, encodes multiple products with RT transactivating, mmmﬁ:-»:mcowso~ and dominant-negative activities.";
transactivating, ammn:-»:acovzm\ and aoawnmnn-smcmﬁmcm activities."; RL Mol. Cell 2:305-316(1998) . .
Mol. Cell 2:305-316(1998) . DR EMBL; AF075434; AAC62639.1; -
(2] DR HSSP; P04637; 1YCS.
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DR InterPro; IPR002117; -. DR EMBL; AF116765; AAF43489.1; JOINED.
DR pfam; PF00870; P53; 1. ) DR  EMBL; AF116766; AAF43489.1; JOINED.
DR PRINTS; PR00386; P53SUPPRESSR. ) DR InterPro; IPR002117; -.

DR ProbDom; PD002681; -; 1. DR pfam; PF00870; P53; 1.

SQ SEQUENCE 483 AA; 54969 MW; A90EDOC110CSOEAD CRC64; DR PRINTS; PR00386; P53SUPPRESSR.

DR PROSITE; PS00348; P53; UNKNOWN_1.
sQ SEQUENCE 471 AA; 52882 MW; 32EB39798FCICE69 CRC64;

Query Match 96.3%; Score 2296; DB 11; Length 483;
Best Local Similarity 96.9%; Pred. No. 3.2e-191;
Matches 434; Conservative 3; Mismatches 7: Indels 4; Gaps 1; Query Match 91.7%; Score 2185; DB 4; Length 471;
Best Local Similarity 94.1%; Pred. No. 1l.3e-181;
Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60 Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps 1;
VIV ey FEVETER =ity EREARA
Db 40 MSQSTQTSEFLSPEVFQHIWDFLEQPICSVQPIELNFVDEPSENGATNKIEISMDCIRMQ 99 Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60

Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120 . Db 1 bw%%%%%Pmmrm%M«M%bhbwmrmowwmwbwwPurzmhwmwwmww>ezxWwwwbwwwwzw 60
Db 100 Dmbrmcv22v0<qzrnrbszUOOHozommmemv<zeU:%%PW&%%%W@<>OPWW%M%%F 159 Qy 61 UmchvaZZno<ezrormezoooHozommmemvwzeo=>02m<ebvmv&Pvameﬂhbb 120
Oy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATHTYSTELKKLYCQIAKICPIQTRVMTED 180 Db 61 DSDLSDBMWPOYINLOLLNSMDOOTONGSSSTSPYNIDRAGNSVIAPSPYAGPSSTFDAL 120
Db 160 WWWM%%MW%%U&%WPFW%W«W%momW%%MW%%&%WweWW%MW%MW%%P%O%*%%P&M%M% 219 Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
Oy 181 POGAVIRAMPVYKKABHVIEVVKRCPNHELSREFNEGQTAPPSHLIRVEGNSHAQYVEDD 240 Db 121 SPSPAIPSNTOYPGRHSFDVSFOQSSTAKSATWTISTELRKLYCOIAKICPIQTKVNIPP 160
Db 220 %%m%«w%ﬁbv<<M%%M%«%M@GﬁmnPPVMFW%MMPMQM*%%%WPFW%GMOZWF%M%&MW% 279 Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
Qy 241 ﬂ%%%wﬂ%¢4v<MWww*mﬂW%ﬂﬁdb<q%ﬂwquw%mmzzqﬂwﬂﬂﬂﬂ%ﬂﬂwexw%m%ﬂw%ﬂ% 300 Db 181 M%M%GW%%bu<bMb%%b@%M&<Nh%%bpMNWVW%ZMWW%%Wwahwz<mmPWPﬁmbbmwp 240

Db 280 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 339 Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
POV ey e et et e ettt ey e ey TEEEEETEnn
Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSPDDE 360 Db 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
EARERNN FTEERLLEIEREN T 1t AR AR RN
Db 340 FEARICACPGRDRKADEDSIRKQQVSDSAKNGDA- - - -FRQNTHGIOMTSIKKRRSPDDE 385 Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQONTHGIQMTSIKKRRSPDDE 360
[LRRRARE [RARARRE FLELETH FIELELED RN
Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHOHLLQKHLLSACFRNE 420 Db 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSPDDE 360
[EENARARE! RN R AR RNy ARERANAL NI
Db 396 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQOHLLQKHLLSACFRNE 455 Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSACFRNE 420
[EERRERE! [RARARANE IREERRNRR LI
Qy 421 LVEPRRETPKQSDVFFRHSKPPNRSVYP 448 Db 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQOQOQQHQHLLQK=~====~=~~ 410
Tl 1 TR e el
Db 456 LVEPRGEAPTQSDVFFRHSNPPNHSVYP 483 Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
A A
Db 411 -----~ QTSIQSPSSYGNSSPP 426
RESULT 4
Q9NPH7?7 .
ID QINPH7 PRELIMINARY; PRT; 471 AA. . RESULT 5
AC QINPH7 ; Q9up27
DT 01-0CT-2000 (TrEMBLrel. 15, Created) ID Q9upP27 PRELIMINARY; PRT; 516 AA.
DT 01-0CT-2000 (TrEMBLrel. 15, Last sequence update) AC Q9UP27;
DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update) DT 01-MAY-2000 (TrEMBLrel. 13, Created)
DE P51 ISOFORM TAP63DELTA (P51 DELTA PROTEIN). . DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update)
(o1 Homo sapiens (Human). DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)
oC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; DE TA P63 BETA.
oc Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. 0s Homo sapiens (Human).
OX  NCBI_TaxID=9606; OC  Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
RN [1] OC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
RP SEQUENCE FROM N.A. ox NCBI_TaxID=9606;
RX MEDLINE=20388515; PubMed=10935472; : RN [1}
RA Tani M., Shimizu K., Kawahara C., Kohno T., Ishimoto 0., Ikawa S., RP SEQUENCE FROM N.A.
RA Yokota J.; , . RX MEDLINE=98448095; PubMed=9774969;
RT "Mutation and expression of the p51 gene in human lung cancer."”; RA Yang A., Kaghad M., Wang Y., Gillett E., Fleming M.D., Dotsch V.,
RL Neoplasia 1:71-79(1999). RA Andrews N.C., Caput D., McKeon F.;
DR EMBL; AF116771; AAF61624.1; -. RT "p63, a p53 homolog at 3gq27-29, encodes multiple products with
DR EMBL; AF116769; AAF43489.1; -. RT transactivating, death-inducing, and dominant-negative activities.";
DR EMBL; AF116756; AAF43489.1; JOINED. RL Mol. Cell 2:305-316(1998). .
DR EMBL; AF116757; AAF43489.1; JOINED. DR EMBL; AF075432; AAC62637.1; -.
DR EMBL; AF116759; AAF43489.1; JOINED. DR HSSP; P04637; 1YCS.
DR EMBL; AF116760; AAF43489.1; JOINED. DR InterPro; IPR002117; -.
DR EMBL; AF116761; AAF43489.1; JOINED. DR pfam; PF00870; PS3; 1.
DR EMBL; AF116762; AAF43489.1; JOINED. - DR PRINTS; PR00386; P53SUPPRESSR.
DR EMBL; AF116763; AAF43489.1; JOINED. - DR ProDom; PD002681; -; 1

DR EMBL; AF116764; AAF43489.1; JOINED. SQ SEQUENCE 516 AA; qumq MW; 075537810C4738B1 CRC64;



Wed Aug 8 08:03:25 2001 Emlowlmw0|mme|H.Hm@ﬁ Page 4

DR PROSITE; PS00348; P53; CZNZQSZIH.
SQ SEQUENCE 516 AA; 57598 Mw; 07553781103738B1 CRC64;

Query Match 91.7%; Score 2185; DB 4; Length 516;
Best Local Similarity 94.1%; Pred. No. 1.5e-181;
Matches 416; cConservative 3; Mismatches 7; Indels 16; Gaps 1; Query Match 91.7%; Score 2185; DB 4; Length 516;
Best Local Similarity 94.1%; Pred. No. 1.5e-181;
Qy 1 szmeoezmwrmvm<ﬂo:HEDMrmowuom<ovHszm<Ummmmco>eszMHmZUOHzZo 60 Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps 1;
FELLELELLEI gy PEVELELRLN I e [SNRRNAR 1
Db 1 ZWOmHOemermvm<w0:HzowrmovH0m<OvHUer<UmmmMUO>ezxHNHMZUOHNZO 60 Qy 1 ZmomHOHmermvm<womHEUMFMOMHOm<ovHDrzw<UmvaDO>e2xHmHmZUOszO 60

Qy 61 UmormOvZ£vo<62hnFmeZOOOHozmmmmemv<zeDm>02m<e>vmv<>ovmmewcbb 120 Db 1 b%%%%%%%m%ﬁ%%%<@%hW&WMﬁmovH%m@%%%WMZ%GWW%WW%%%HZM*MhmbwwH%bm 60
Db 61 MWWMWW%b&%%b%bﬁmWM%WFW%M*%ﬁmWmmemvbb%%b%&Z%«%%%%%h%mvwW%MW%h 120 Qy 61 Umohmum32vo<ezrmrrzm1000Hozmmmmemv<ZHU=>Ozm<H>Umv&bowmmew0>r 120
Qy 121 mvmvavmzeU<vmvxmm0<mmoommH>Wm>e£e<memrmxrxooHvaOWHOHz<Zva 180 Db 61 %%Ub%%%b%%%b%Zh%%%b%bwooHDPM%%%%%%hb%Wh%%b%“ﬂ>%%%h%%%%%%%%bﬁ 120
Db 121 M%%%ﬁ%%mb%W%%%%b%%oﬁm%%m%%%%%mP&&%%%%mp%xbbm%%%M%%vHOWF«F%%% 180 Qy 121 mvmv>Hvmzeb&mmv:mmo<mwoomme>xm>e2exmemrxxr<00H>xeovHOHz<zaﬁv 180
Qy 181 voo><Hx>Zv<&xx>m:<em<<anvz:mrszMZMOOHbvvwmbHw<mnzw=>o<<mcv 240 Db 121 va%%h%%b%%h%%%M%%W@%Moow%%%%W%%zex%%MPM%MMOOW%%%MM%wWPG&%M% 180
Db 181 M%W%@hw>b%ﬁhhM%Mb<ﬂ%@%%%m%P:MF%%M%%M%%h%%%%waMﬁMMbW%ﬁMh%MW% 240 Qy 181 momb<Hm>1w<&xx>mm<em<<anvzmmrmZMMZMOOHbvvmszw<m02m:>0&<mom 240
Qy 241 Henwom<r<v<mwv0<mamwee<r<zwzomen<mozzwwvHFHH<€hmemono<ﬁnwm0 300 Db 4 181 %mm%@%M%b%<h%M%mb%%%@%p%M%b%%pmmmwbwmwh%%%%:M%V“MMPWI>%MOMW% 240
Db 241 %%m%om<bﬁ%hww%%<%%M%%%%MhbﬂZMb%%%“%%ZZ%%M*MWWG%NMH%WW%GFM%FM 300 Qy 241 Hﬂmw0m<b<v<mmwo<oemwee<r%zmzozmmn<0012mmvHFHH<ebmewUQO<rowwn 300
Qy 301 wMPwHowanZUEN>UmUmHwzoo<mcwexZOUQewwmmwOZHEOHozemeszmMUUm 360 Db 241 %%M%%%“M%U&MUv0<oemqe%ﬁphb%b%menﬁ%mbb%%vhbﬁ%ﬁ%p%%%UO%@h%%%% 300
Db 301 %M%NHM%MWMPWFM>DMW%%%%M%<mU%%M%M%%ezzvm%mb%hm%%h%%h%%%%%%owm 360 Oy 301 wm»mHO>Omnxbzx>UMUmHmx00<momexZODoexwvﬁwDZa:nHOZHMwaxzmeUM 360
Qy 361 ﬂr<rw%ﬂ%ﬂ%ﬂqmﬂﬁﬂqﬂquW%rZ%WW%%ﬂ%ﬂwe&ww%mw%%qomrwWﬁ:hbmynwwzm 420 Db 301 %M%%M%%O%m%WW%%%MW%%%%M%G%%%%Fb%%%%h%%%xOb%%m%WP%MW%%M%W%WWM 360

Db 361 rrxrv<wnxme<mzrrxHxmmrmrzo<rvomaHme<moooooomo:rrox .......... 410 Qy 361 rb<rv<mmwmemm25rxmemrmrzoxrvo:eHme«moooooomo:rrox:rrw>omzzm 420

RSN N AR e [SUNARARAN)
Qy 421 b<mvxzmevx0mu<mmwmmxﬂv 442 Db 361 rhxbv<xomme<m2rbxmembmrzombvomeHmemmOOOOOO:OIbrOx .......... 410

Ay R
Db 411 ------ QTSIQSPSSYGNSSPP 426 Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
o ol
Db 411 ------ OTSIQSPSSYGNSSPP 426

RESULT 6
Q9P1B7
1D Q9P1B7 PRELIMINARY; PRT; 516 AA. RESULT 7
AC Q9P1B7; Q9H3D3
DT 01-0CT-2000 (TrEMBLrel. 15, Created) . ID Q9H3D3 PRELIMINARY; PRT; 555 AA.
DT 01-0CT-2000 (TrEMBLrel. 15, Last sequence update) AC Q9H3D3;
DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update) DT 01-MAR-2001 (TrEMBLrel. 16, Created)
DE P51 ISOFORM TAP63BETA. DT 01-MAR-2001 (TrEMBLrel. 16, Last sequence update)
oS Homo sapiens (Human). DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)
ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; DE TA P63 BETA.
oc Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. GN P63.
ox NCBI_TaxID=9606; 0s Homo sapiens (Human).
RN [1)] OC  Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
RP SEQUENCE FROM N.A, oc Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
RX MEDLINE=20388515; PubMed=10935472; ox NCBI_TaxID=9606;
RA Tani M., Shimizu K., Kawahara C., Kohno T., Ishimoto 0., Ikawa S., RN [1)
RA Yokota J.; RP SEQUENCE FROM N.A.
RT "Mutation and expression of the p51 gene in human lung cancer."; - RX MEDLINE=98448095; PubMed=9774969; .
RL Neoplasia 1:71-79(1999). RA Yang A., Kaghad M., Wang Y., Gillett E., Fleming M.D., Dotsch V.,
DR EMBL; AF116769; AAF43488.1; -. RA Andrews N.C., Caput D., McKeon F.;
DR EMBL; AF116756; AAF43488.1; JOINED. . RT "p63, a p53 homolog at 3q27-29, encodes multiple products with
DR EMBL; AF116757; AAF43488.1; JOINED. RT transactivating, death-inducing, and dominant-negative activities.";
DR EMBL; AF116759; AAF43488.1; JOINED. RL Mol. Cell N“uou-wumnuwmmv4
DR EMBL; AF116760; AAF43488.1; JOINED. RN [2]
DR EMBL; AF116761; AAF43488.1; JOINED. RP SEQUENCE FROM N.A.
DR EMBL; AF116762; AAF43488.1; JOINED. RA Hagiwara K., McMenamin M.G., Harris C.C.;
DR EMBL; AF116763; AAF43488.1; JOINED. RL Submitted (JAN-1999) to the EMBL/GenBank/DDBJ databases.
DR EMBL; AF116764; AAF43488.1; JOINED. . DR EMBL; AF124539; AAG45608.1; -
DR EMBL; AF116765; AAF43488.1; JOINED. DR EMBL; AF124528; AAG45608.1; JOINED.
DR EMBL; AF116766; AAF43488.1; JOINED. DR EMBL; AF124529; AAG45608.1; JOINED.
DR EMBL; AF116767; AAF43488.1; JOINED. DR EMBL; AF124531; AAG45608.1; JOINED.
DR InterPro; IPR002117; -. DR EMBL; AF124532; AAG45608.1; JOINED.
DR Pfam; PF00870; P53; 1. DR EMBL; AF124533; AAG45608.1; JOINED.

DR PRINTS; PR00386; P53SUPPRESSR. DR EMBL; AF124534; AAG45608.1; JOINED.



DR
DR
DR
SQ
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EMBL; AF124535; AAG45608.1; JOINED.
EMBL; AF124536; AAG45608.1; JOINED.
EMBL; AF124537; AAG45608.1; JOINED.

SEQUENCE 555 AA; 62433 MW; E22874BE7DBABCBE CRC64;
Query Match 91.7%; Score 2185; DB 4; Length 555;
Best Local Similarity 94.1%; Pred. No. 1.6e-181;
Matches 416; Conservative 3; Mismatches 7:; Indels 16; Gaps 1;

Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
PLLVLIERRLET PR R e e e e e e b i i i el

Db 40 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMO 99

Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
PV RN E e e e i e ey et bbb e e end

Db 100 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 159

Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
PEREPEUEVETER ety e bbb v e e et

Db 160 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 219

Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
FLCTVEVTTRT TRt e e b b e e e ey el

Db 220 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 279

Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
PELTETOE PR Rt C e et e et 111 Il .

Db 280 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 339

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
FLETELEEN It R R e e e s i ety

Db 340 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 399

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQOQQQQQHQHLLOKHLLSACFRNE 420
PEETELER LR EI e e e by e e e it

Db 400 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLOK=~-~-==~-=~~-~ 449

Qy 421 LVEPRRETPKQSDVFFRHSKPP 442

Ay ozl

Db 450 ------ QTSIQSPSSYGNSSPP 465

RESULT 8

Q9uP28

1D Q9uP28 PRELIMINARY; PRT; 641 AA.

AC  Q9UP28;

DT 01-MAY-2000 (TrEMBLrel. 13, Created)

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update)

DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)

DE TA P63 ALPHA.

0s Homo sapiens (Human).

oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

oC Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

ox NCBI_TaxID=9606;

RN [1]

RP SEQUENCE FROM N.A.

RX MEDLINE=98448095; PubMed=9774969;

RA Yang A., Kaghad M., Wang Y., Gillett E., Fleming M.D., Dotsch V.,

RA Andrews N.C., Caput D., McKeon F.;

RT “p63, a p53 homolog at 3q27-29, encodes multiple products with

RT transactivating, death-inducing, and dominant-negative activities."

RL Mol. Cell 2:305-316(1998).

DR EMBL; AF075430; AAC62635.1; -.

DR HSSP; P04637; 1YCS.

DR InterPro; IPR001660; -.

DR InterPro; IPR002117; -. .

DR Pfam; PF00870; P53; 1.

DR PRINTS; PR00386; PS3SUPPRESSR.

DR SMART; SM00454; SaM; 1.

sQ SEQUENCE 641 AA; 72049 MW; 23A2ESEBAE63F605 CRC64;

us-09-670-568b-1.rspt : ]

Query Match 91.7%; Score 2185; DB 4; Length 641;
Best Local Similarity 94.1%; Pred. No. 2e-181;
Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps

Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
Ll (ERRA [KABL RN PICERTELELE TR ety
Db 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
CEETERERErr et e e ey e b e b e et e e e e ey b e i e e e i ey e
Db 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
PERREREREE et e r e r e e e e e e e ey e e e e e e iy
Db 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
PEETERCRCV e et et i et b e e e bbb ey i e el
Db 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
POEEELEE et et et et et e et ey bt
Db 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
PORERERORER ety er ety ertrtnirend [RRRR i
Db 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQOQQHQHLLQKHLLSACFRNE 420
PEVETET LTt e iy e bbb r byt
Db 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQOQOQHOHLLOK---------- 410
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
ot ool
Db’ 411 ------ QTSIQSPSSYGNSSPP 426
RESULT 9
075195
ID 075195 PRELIMINARY; PRT; 641 AA.
AC 075195;
DT 01-NOV-1998 (TrEMBLrel. 08, Created)
DT 01-NOV-1998 (TrEMBLrel. 08, Last sequence update)
DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)
DE P51 ISOFORM TAP63ALPHA (P51B PROTEIN).
oS Homo sapiens (Human).
oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
oc Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
ox NCBI_TaxID=9606;
RN (1]
RP SEQUENCE FROM N.A.
RC TISSUE=SKELETAL MUSCLE;
RX  MEDLINE=98324755; PubMed=9662378;
RA Osada M., Ohba M., Kawahara C., Ishioka C., Kanamaru R., Katoh I.,
RA Ikawa Y., Nimura Y., Nakagawara A., Obinata M.;
RT "Cloning and functional analysis of human p51, which structurally and
RT functionally resembles p53.";
RL Nat. Med. 4:839-844(1998).
RN [2]
RP SEQUENCE FROM N.A.
RX MEDLINE=20388515; PubMed=10935472;
RA Tani M., Shimizu K., Kawahara C., Kohno T., Ishimoto O., Ikawa S.,
RA Yokota J.;
RT "Mutation and expression of the p51 gene in human lung cancer.";
RL Neoplasia 1:71-79(1999).
DR EMBL; AB016073; BAA32593.1; -.
DR EMBL; AF116769; AAF43487.1; -.
DR EMBL; AF116756; AAF43487.1; JOINED.
DR EMBL; AF116757; AAF43487.1; JOINED.
" DR EMBL; AF116759; AAF43487.1; JOINED.
DR EMBL; AF116760; AAF43487.1; JOINED.
DR EMBL; AF116761; AAF43487.1; JOINED.
DR EMBL; AF116762; AAF43487.1; JOINED.

Page 5

1;



Wed Aug

8 08:03:25 2001

EMBL; AF116763; AAF43487.1; JOINED.
EMBL; AF116764; AAF43487.1; JOINED.
EMBL; AF116765; AAF43487.1; JOINED.
EMBL; AF116766; AAF43487.1; JOINED.
EMBL; AF116767; AAF43487.1; JOINED.
EMBL; AF116768; AAF43487.1; JOINED.
HSSP; P04637; 1YCS.

InterPro; IPR002117; -.

Pfam; PF00870; P53; 1.

PRINTS; PR00386; P53SUPPRESSR.
ProDom; PD002681; -; 1.
SEQUENCE 641 AA; 72019 Mw; 97AE61F66E63F618 CRC64 ;
Query Match 91.7%; Score 2185; DB 4; Length 641;
Best Local Similarity 94.1%; Pred. No. 2e-181;
Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps

Qy 1 ZmomQOHZMﬂbwvm<mo=H£Uwrm0vH0m<ovHUrzw<Umvmm00>eszMHmZUOHmZo 60
| PIVLVERIRL [ARARERR! IVEELLERET e

bb 1 Zmomeoezmmrmvm<m0=HEUMFMO@HQM<OUHUFZM<DmvmeO>HZWHMHmZUOHWKO 60

Qy 61 UmormuvztvowezrmUNZMZUOOHDZQmmmamwmzeU:wozw<ebvmv<>ovmmem0»r 120
SINARARNRE T PO T Ryt

Db 61 Umormcvzzvowezr0hb2mzcooHoznmmmamv<ZHU:>02m<e>vmv<>ovmmem0>b 120

Qy 121 mvmvbHmmzeowvov:mwc<mmoommebxm>eza<memrzxr~ooH>xqomHon<zevv 180
ASERRASRRARRRRANA Y ENRRERRRRRRRREANY PEELREIEIi

Db 121 mvmnwuvmzeo<vnummwu<mwOOmme>xm>eze<memrxxrwooH»anMHon<zevm 180

Qy 181 von><Hn>Zv<<xx>mm<em<<xwnmz:mrmwmwzm00H>wmmmme<mmzm:>On<mUw 240
SYSARARRANRNRRRERE [AERRRRA TLEETLLEL e et

Db 181 voo><Hm>Zv<<xx>m:<em<<xmnv2:mrwmmm2m00H>vmmmwa<mmzmm>o<<mcv 240

Qy 241 Henzom<r<m<mvvo<memwee<r<zmzozmm0<nozzmvaﬁHH<armezcmo<rowzo 300
RSN ARARNNRRERE STELLLLEL LD ey It

Db 241 Heﬁzom<r<vxmwvo<oemwee<rNZﬂZOme0<mmzzzmthHH<ebmewcoo<bmxzn 300

Qy 301 Hm>mH0>Ov0szx>UmDmHmw00<mcmexzmcnazwvwxozammHOZemexwwvaUm 360
(IR It PLLLLEIA ey [NANERRR! It

Db 301 wm>xH0>OvnxDxx$UmUmszoo<mcmewzocmexxmwmozemmHOZHmHzxwxvaUm 360

Qy 361 rr&rv<xomme<m3hrxmemrmr20<bv0=eHme&woooooomomrbowmbrwvommzm 420
PEVELEEE Ittt FLELVELEEET gy

Db 361 rb<bv<znxmeﬂm1rrxHnmmrtho<va=aHmexwoooooomomrrow .......... 410

Qy 421 LVEPRRETPKQSDVFFRHSKPP 442

<)1) A

Db 411 ------ QTSIQSPSSYGNSSPP 426

RESULT 10

Q9UE10

ID Q9UEL0 PRELIMINARY; PRT; 680 AA.

AC QYUEL0;

DT 01-MAY-2000 (TrEMBLrel. 13, Created)

DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update)

DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)

DE KET PROTEIN.

GN KET.

0s Homo sapiens (Human).

ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

oc Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

OX NCBI_TaxID=9606;

RN (1] .

RP SEQUENCE FROM N.A.

RC TISSUE=SKELETAL MUSCLE AND KERATINOCYTE CULTURE;

RX MEDLINE=99018225; PubMed=9799841;

RA Augustin M., Bamberger C., Paul D., Schmale H.;

RT "Cloning and chromosomal mapping of the human pS53-related KET gene to

RT chromosome 3927 and its murine homolog Ket to mouse chromosome 16.";

RL Mamm. Genome 9:899-902(1998). -

DR EMBL; Y16961; CAA76562.1; -.

us-09-670-568b-1.rspt

DR HSSP; P04637; 1YCS.

DR InterPro; IPRO01660; -.

DR InterPro; IPR002117; -.

DR Pfam; PF00870; P53; 1.

DR PRINTS; PR00386; P53SUPPRESSR.

DR ProDom; PD002681; -; 1.

DR SMART; SM00454; SAM; 1.

SO SEQUENCE 680 AA; 76776 MW; 6548A6F2187D852E CRC64 ;
Query Match 91.7%; Score 2185; DB 4; Length 680;
Best Local Similarity 94.1%; Pred. No. 2.le-181;
Matches 416; Conservative 3; Mismatches 7; Indels 16; Gaps

Qy 1 zmomeOezmmrmvm<mo:HZUMbMOvHDm<OvHUFzw<0mvmmom>eszmHmZUOHmzo 60
FLELTULENEY LI i FLLUEEEY et

Db 40 Zmomeoezmmbmvm<ﬂo:HZU@?MOvHOm<OVHUbZM<Umvmmcm>aszmHm=OOHmzo 99

Qy 61 Umcbmouzzno<ezrormeZDooHoznmmmemv<zau:>ozm<e>wmv&bowmmewc>r 120
TV i et [RARNA SEERERRRARANY]

Db 100 UmmeUbZﬁﬁO&HzrDbFZmZDODHozammmewﬁ&zaUm>Ozm<a>mmv&>omeemc>b 159

Qy 121 mmmv>vazeD<vnummmU<mmoomme>xm>eze<memrzxerOH>z&nvHOHx<Zavv 180
N R R RN N A I I NN ENNARE

Db 160 wvmv>HmmzeU&vobmmw0<mwoomme>zm>eza&mqmrxzh400H>x€OVHoHx<zqu 219

Qy 181 voo><Hmb:v<<xxwm:<em<<xwomz:mrmWMMZMQDH>vvm=ruw<anm:>0<<mcv 240
SYAERERRRRRRR RN Y IEARAREA] FELELLEEV L e i)

Db 220 von><Hw>=v<<xx>m:<em<<xxnvz:mrmmmmzmnoH>vvmmr~z<mozm:>om<w0v 279

Qy 241 Hemx0m<b<m<mwwo<mamme%<b~zwznzmmo<omzzmwvHbHH<ebmewomo<rowwn 300
PV REEE i bt EERARARA] EVEEEELELELbI g

Db 280 HHOzom<r<m<mmuo<mammea<r<2m202mmn<®ozzmmerHH<ebmemcno<r0wwo 339

Qy 301 MMPzHO>OwnmUWN>UMUmHwx00<m0mexzmum&zmumsze:ﬂHozemHxxzxmvuom 360
FEEVIV LR T ety FEEELUEELEtRengn

Db 340 mm>wHO>0vaUm%>chmHxwoo<m0wexzmumaxmmmxozemoHozemmxxwmmvvcm 399

Qy 361 rr&rv<m0mme<m3bbzHxmwrmrzoxhbomeHmawmoooooomoxrroxmrbm>nmw2m 420
PELELREELER L i it PEtirrenn

Db 400 rr&rw<xnmme<m2herxmmrerO<rvo:eHMH&NOOOOOO:OIFFON .......... 449

Qy 421 LVEPRRETPKQSDVFFRHSKPP 442

R | col

Db 450 ------ QTSIQSPSSYGNSSPP 465

RESULT 11

Q9H3D4

ID Q9H3D4 PRELIMINARY; PRT; 680 AA.

AC Q9H3D4; :

DT 01-MAR-2001 (TrEMBLrel. 16, Created) .

DT 01-MAR-2001 (TrEMBLrel. 16, Last sequence update)

DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)

DE TA P63 ALPHA.

GN P63.

0s Homo sapiens (Human).

ocC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

oc Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

[0 4 NCBI_TaxID=9606;

RN (1]

RP SEQUENCE FROM N.A.

RX MEDLINE=98448095; PubMed=9774969;

RA Yang A., Kaghad M., Wang Y., Gillett E., Fleming M.D., Dotsch V.,

RA Andrews N.C., Caput D., McKeon F.;

RT "p63, a p53 homolog at 3q27-29, encodes multiple products with

RT transactivating, death-inducing, and dominant-negative activities.";

RL  Mol. Cell 2:305-316(1998).

RN (2}

RP SEQUENCE FROM N.A.

RA Hagiwara K., McMenamin M.G., Harris c.c.;

RL Submitted (JAN-1999) to the EMBL/GenBank/DDBJ databases.

DR

EMBL; AF124539; AAG45607.1; -.

Page
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DR EMBL; AF124528; AAG45607.1; JOINED.
DR EMBL; AF124529; AAG45607.1; JOINED.
DR EMBL; AF124531; AAG45607.1; JOINED.
DR EMBL; AF124532; AAG45607.1; JOINED.
DR EMBL; AF124533; AAG45607.1; JOINED.
DR EMBL; AF124534; AAG45607.1; JOINED.
DR EMBL; AF124535; AAG45607.1; JOINED.
DR EMBL; AF124536; AAG45607.1; JOINED.
DR EMBL; AF124537; AAG45607.1; JOINED.
DR EMBL; AF124538; AAG45607.1; JOINED.
sQ SEQUENCE 680 AA; 76785 MW; FG66ECD45E87D9799 CRC64;
Query Match 91.7%; Score 2185; DB 4; .Length 680;
Best Local Similarity 94.1%; Pred. No. 2.le-181;
Matches 416; Conservative 3; Mismatches 7; 1Indels 16; Gaps
Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
KEEARERANRARRRRRRANNY] PEVEVEVEEET e enentl [NANERAN
Db 40 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 99
Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
PEARTRTREN Yt e e e e rerervenn
Db 100 DSDLSDPMWPQYTNLGLLNSMDOQIONGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 159
Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
R [EERRARARA PELETETVER Y C YO e e ety b
Db 160 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 219
Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
AR ELRLRLRRTI T i i et e by e e e
Db 220 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 279
Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
RN RN RN AN NN AN RN NN R AR NEERS! el
Db 280 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 339
Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
TAEELERER R eyl NN (EARARAN
Db 340 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSPDDE 399
Qy 361 LLYLPVRGRETYEMLLKIKESLELMOYLPQHTIETYRQQQQQQHQHLLOKHLLSACFRNE 420
FLEVETLTD T FEEELTTE 1
Db 400 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLOK---------- 449
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
s ot
Db 450 ------ QTSIQSPSSYGNSSPP 465
RESULT 12
QIQWZ0
1D Q9QwWz20 PRELIMINARY; PRT; 555 AA.
AC  Q9QWz0;
DT 01-MAY-2000 (TrEMBLrel. 13, Created)
DT 01-MAY-2000 (TrEMBLrel. 13, Last sequence update)
DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)
DE TA*P63 BETA.
0os Mus musculus (Mouse). .
oC Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
oc Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.
oxX NCBI_TaxID=10090;
RN [1]
RP  SEQUENCE FROM N.A.
RX MEDLINE=98448095; PubMed=9774969;
RA Yang' A., Kaghad M., Gillett E., Fleming M.D., Dotsch V., Andrews N.C.,
RA Caput D., McKeon F.;
RT "p63, a p53 homolog at 3g27-29, encodes multiple products with
RT transactivating, death-inducing, and dominant-negative activities.";
RL Mol. Cell 2:305-316(1998).
DR EMBL; AF075435; AAC62640.1; -.
DR HSSP; P04637; 1YCS.
DR InterPro; IPR0O02117; -.

us-09-670-568b-1.rspt
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DR  Pfam; PF00870; P53; 1.
DR  PRINTS; PR00386; P53SUPPRESSR.
SQ  SEQUENCE 555 AA; 62454 MW; 0S9E034046EB8987 CRC64;
Query Match 91.0%; Score 2169; DB 11; Length 555;

Best Local Similarity 93.2%; Pred. No. 4e-180;

Matches 412; Conservative 6; Mismatches

Qy

8; Indels 16; Gaps 1;

1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
IR0 e el [IRARNAET! ILLELELETEnt

Db 40 MSQSTQTSEFLSPEVFQHIWDFLEQPICSVOPIELNFVDEPSENGATNKIEISMDCIRMQ 99

Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
TRV ERER NNt REEARRANRR AR ARRRRNNRERE!

Db 100 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 159

Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
CROPEEET et e e bbbt et e e r ety e sty

bb 160 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 219

Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
[ANARARA TREPETET et e et e e b by e e e ey iyl

Db 220 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 279

Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
VPELEVELELER el RARARREA AR AN RN TELETErenl

Db 280 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 339

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSPDDE 360
PEEERREEEN R e e e e e e bt r e b et r e er bt

Db 340 FEARICACPGRDRKADEDSIRKQQVSDSAKNGDGTKRPFRONTHGIQMTSIKKRRSPDDE 399

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQOQQHQHLLOKHLLSACFRNE 420
FRCPEEET et e ey v e et e ey e e ety evrerent

Db 400 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHBLLQK---------- 449

Qy 421 LVEPRRETPKQSDVFFRHSKPP 442

A cocl

Db 450 ------ QTSMQSQSSYGNSSPP 465

RESULT 13 . -

088898

D 088898 PRELIMINARY; PRT; 680 AA.

AC 088898;

DT 01-NOV-1998 (TrEMBLrel. 08, Created)

DT 01-NOV-1998 (TrEMBLrel. 08, Last sequence update):

DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)

DE TA*P63 ALPHA.

os Mus musculus (Mouse).

oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

ocC Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.

[0).4 NCBI_TaxID=10090;

RN {1]

RP SEQUENCE FROM N.A.

RX MEDLINE=98448095; PubMed=9774969;

RA Yang A., Kaghad M., Gillett E., Fleming M.D., Dotsch V., Andrews N.C.,

RA Caput D., McKeon F.;

RT "p63, a p53 homolog at 3927-29, encodes multiple products with

RT transactivating, death-inducing, and dominant-negative activities.";

RL Mol. Cell 2:305-316(1998).

DR EMBL; AF075436; AAC62641.1; -.

DR HSSP; P04637; 1YCS.

DR InterPro; IPR001660; -.

DR InterPro; IPR002117; -.

DR pfam; PF00870; P53; 1.

DR PRINTS; PR00386; P53SUPPRESSR.

DR ProDom; PD002681; -; 1.

DR SMART; SM00454; SAaM; 1.

SQ SEQUENCE 680 AA; 76788 MW; BDFF0284F247C6B8A CRC64;
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91.0%; Score 2169; DB 11; Length 680;
93.2%; Pred. No. 5.2e-180;

Query Match
Best Local Similarity

xmﬁn:mm 412; Conservative 6; Mismatches 8; Indels 16; Gaps
Qy 1 MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSEDGATNKIEISMDCIRMQ 60
Db 40 HSORTOTSERLSPEVEGHIDELE O L b e bbb L
Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120

Db 100 UmUrwuvZSvo<azrnbrzmZDOOHOZOmmmemv<ZHUI>OZm<H>vmv&>ovmmemc>r 159

Qy 121 wUmUDHUWZHU&@Ovmmmo<mw00mme>xw>atﬁwmewvzWFNOOH>WHOMHOHx<ZHWV 180

PEVELLRLELRL et

bb 160 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 219

Qy 181 ﬂon><HmDZv<<xx>mm<em<<xNO@ZIM?WNNMZMQOH>V@WEFHW<mmzmm>0<<m0v 240

PEEELTREE LT il (NN

Db 220 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 279

Qy 241 H40w0m<b<v<mvv0<oemﬁee<b<ZMZOme0<QOZZWwvHFHH<ermewbmo<rmmw0 300

PIELELTEIEV RV R i

PIVELELTELEL it

Db 280 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 339

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360

EELTELETLELEEE T LD R O i b

Db 340 FEARICACPGRDRKADEDSIRKQQVSDSAKNGDGTKRPFRONTHGIQMTSIKKRRSPDDE 399

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYROQQOQQQHQHLLQKELLSACFRNE 420
TALEEET TRyt IPEEEEreryrrennnt
Db 400 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLOK----~~-- -~ 449
Qy 421 LVEPRRETPKQSDVFFRHSKPP 442
N ol ]
Db 450 -~----- QTSMQSQSSYGNSSPP 465
RESULT 14
Q9JIP6
ID  Q9JJIP6 PRELIMINARY; PRT; 680 AA.
AC Q%JJP6; :

DT 01-0CT-2000 (TrEMBLrel. 15, Created)

DT 01-0CT-2000 (TrEMBLrel. 15, Last sequence update)

DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)

DE TA2 KET ALPHA.

GN P63.

os Rattus norvegicus (Rat).

oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

oC Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Rattus.

oxX NCBI_TaxID=10116;

RN [1]

RP SEQUENCE FROM N.A.

RC TISSUE=LINGUAL EPITHELIUM;

RX MEDLINE=97460723; PubMed=9315105;

RA Schmale H., Bamberger C.;

RT "A novel protein with strong homology to the tumor suppressor p53.";
RL oncogene 15:1363-1367(1997).

RN [21

RP SEQUENCE FROM N.A.

RC TISSUE=LINGUAL EPITHELIUM;

RA Schmale H.;

RL Submitted (APR-2000) to the EMBL/GenBank/DDBJ databases.
DR EMBL; Y10258; CAB88216.1; -.

DR InterPro; IPR002117; -.

DR pfam; PF00870; P53; 1.

DR PRINTS; PRO0386; P53SUPPRESSR.

DR PROSITE; PS00348; P53; UNKNOWN_1.

SQ SEQUENCE 680 AA; 76760 MW; AC4SDABB88F61400 CRC64;

Query Match 91.0%; Score 2169; DB 11; Length 680;
Best Local Similarity 93.2%; Pred. No. 5.2e-180;
Matches 412; Conservative 5; Mismatches 9; 1Indels 16; Gaps

us-09-670-568b-1.rspt
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Qy 1 Zmomeoazmmrmmm<momH£cwbmomHnm<ovHUrzm<UmmmmcmveszmHmZUOHwZO 60
FVCTEL bR e e R b b R e s e

Db 40 Zmomeoemmmrmvm<momHzcwrmovHOm<omHOrzm<cmvwm20>ezxameZUOHwZD 99

Qy 61 DSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 120
CLEEETVER TR R b e e et e e bt

Db 100 DSDLSDPMWPQYTNLGLLNGMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDAL 159

Qy 121 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 180
ARNNARARARRNRRARRNRE! LEEVEREEEV Ve e e eirertel

Db 160 SPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPP 219

Qy 181 PQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 240
PO TLE R e e e ey e et b e e e entd

Db 220 POGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDP 279

Qy 241 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 300
AN ARARARARE RN RARE] NLAAREARR [RENNRRRENAR

Db 280 ITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRC 339

Qy 301 FEARICACPGRDRKADEDSIRKQQVSDSTKNGDGTKRPFRQNTHGIQMTSIKKRRSPDDE 360
FATRER TR TR ey R b CRE R e e e ety

Db 340 FEARICACPGRDRKADEDS IRKQQVSDSAKNGDGTKRPFRONTHGIQMTSIKKRRSPDDE 399

Qy 361 LLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYROQQQQQHQHLLQKHLLSACFRNE 420
PECRLDCEE IR e e it b e i Il

Db 400 LLYLPVRGRETYEMLLKIKESLELMQYLPQHT IETYRQQOQQQQHQHLLQK~=-=--=~===~-- 449

Qy 421 LVEPRRETPKQSDVFFRHSKPP 442

0l ol 1]

Db 450 ------ QTSMQSQSSYGNSSPP 465

RESULT 15

075922

D 075922 PRELIMINARY; PRT; 393 AA.

AC 075922;

DT 01-NOV-1998 (TrEMBLrel. 08, Created)

DT 01-NOV-1998 (TrEMBLrel. 08, Last sequence update)

DT 01-MAR-2001 (TrEMBLrel. 16, Last annotation update)

DE P51 ISOFORM DELNGAMMA (DN P63 GAMMA) .

GN P63.

os Homo sapiens (Human).

oc Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

OC -Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

ox NCBI_TaxID=9606;

RN {1]

RP SEQUENCE FROM N.A.

RX MEDLINE=98448095; PubMed=9774969;

RA Yang A., Kaghad M., Gillett E., Fleming M.D., Dotsch V., Andrews N.C.,

RA  Caput D., McKeon F.;

RT "p63, a p53 homolog at 3927-29, encodes multiple products with

RT transactivating, death-inducing, and dominant-negative activities.";

RL  Mol. Cell 2:305-316(1998).

RN (2]

RP SEQUENCE FROM N.A.

RX MEDLINE=20388515; PubMed=10935472;

RA  Tani M., Shimizu K., Kawahara C., Kohno T., Ishimoto 0., Ikawa S.,

RA Yokota J.;

RT "Mutation and expression of the p51 gene in human lung cancer.";

RL Neoplasia 1:71-79(1999).

RN [3]

RP SEQUENCE FROM N.A.

RX MEDLINE=98448095; PubMed=9774969;

RA Yang A., Kaghad M., Wang Y., Gillett E., Fleming M.D., Dotsch V.,

RA Andrews N.C., Caput D., McKeon F.;

RT "p63, a p53 homolog at 3g27-29, encodes multiple products with

RT transactivating, death-inducing, and dominant-negative activities.";

RL Mol. Cell 2:305-316(1998).

RN (4}

RP SEQUENCE FROM N.A.

RA Hagiwara K., McMenamin M.G., Harris C.C.;
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RL Submitted (JAN-1999) to the EMBL/GenBank/DDBJ databases.

DR EMBL; AF075429; AAC62634.1; -. .

DR EMBL; AF116770; AAF43490.1; -.

DR EMBL; AF116758; AAF43490.1; JOINED.

DR EMBL; AF116759; AAF43490.1; JOINED.

DR EMBL; AF116760; AAF43490.1; JOINED.

DR EMBL; AF116761; AAF43490.1; JOINED.

DR EMBL; AF116762; AAF43490.1; JOINED.

DR EMBL; AF116763; AAF43490.1; JOINED.

DR EMBL; AF116764; AAF43490.1; JOINED.

DR EMBL; AF116765; AAF43490.1; JOINED.

DR EMBL; AF124540; AAG45612.1; -.

DR EMBL; AF124530; AAG45612.1; JOINED.

DR EMBL; AF124531; AAG45612.1; JOINED.

DR EMBL; AF124532; AAG45612.1; JOINED.

DR EMBL; AF124533; AAG45612.1; JOINED.

DR EMBL; AF124534; AAG45612.1; JOINED.

DR EMBL; AF124535; AAG45612.1; JOINED.

DR HSSP; P04637; 1YCS.

DR InterPro; IPR0O02117; -.

DR pfam; PF00870; P53; 1.

DR PRINTS; PR0O0386; P53SUPPRESSR.

DR ProDom; PD002681; -; 1.

SQ SEQUENCE 393 AA; 44658 MW; C6689BB3FD701610 CRC64;
Query Match 84.4%; Score 2011; DB 4; Length 393;

Matches 379; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Se
Jo!

Best Local Similarity 100.0%; Pred. No. 1.4e-166;

70 POYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPAIPSN

FLLLLERTV I LR I LR R L b b e il
15 PQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALSPSPAIPSN

130 TDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQGAVIRAM

FVLLEE T R TR R L e i e ety
75 TDYPGPHSFDVSFQOSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTPPPQGAVIRAM

190 PVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQSVLV

FURLEELTVE IR LR LT e e e ey
135 PVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYVEDPITGRQSVLV

250 PYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARICACP

FLEELLET LR TR b by o
195 PYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQVLGRRCFEARICACP

310 GRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGR

1L It R! I
255 GRDRKADEDSIRKQQVSDSTKNGDGTKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGR

370 ETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLOKHLLSACFRNELVEPRRETP

FOTATRTI LR LR LT I CE b e ei bt
315 ETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKHLLSACFRNELVEPRRETP

430 KQSDVFFRHSKPPNRSVYP 448
FLLVILLIRLEIn i
375 KQSDVFFRHSKPPNRSVYP 393

arch completed: August 8, 2001, 01:44:36
b time: 466 sec

us-09-670-568b-1.rspt

129
74

189
134
249
194
309
254
369
314
429

374
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GenCore version 4.5
Copyright (c) 1993 - 2000 Compugen Ltd.

OM nucleic - nucleic search, using sw model

Run on: August 7, 2001, 21:23:00 ; Search time 4864.29 Seconds
(without alignments)
8954.479 Million cell updates/sec
Title: US-09-670-568B-2
pPerfect score: 2816
Sequence: 1 tegttgatatcaaagacagt.......... gcatcttggtttaaaagaaa 2816

Scoring table: IDENTITY_NUC

Gapop 10.0 , Gapext 1.0
Searched:

1344157 segs, 7733874588 residues

Total number of hits satisfying chosen parameters: 2688314
Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Minimum Match 0%
Maximum Match 100%
Listing first 45 summaries

Post-processing:

Database : GenEmbl: *
gb_bal:*
gb_ba2:*
gb_ba3:»*
gb_inl:*
gb_in2:*
gb_in3:+*
gb_om:*
gb_ov:*
gb_patl:*
gb_pat2:*
gb_ph:»*»
gb_pll:+*
gb_pl2:+*
gb_pl3:*
gb_pl4:*
em_bal:*
em_ba2:*
em_fun:+*
em_htgo_hum:*
em_htgo_inv:*
em_htgo_rod:*
em_htg_huml:+*
em_htg_hum2:*
em_htg_hum3:+*
em_htg_hum4 : *
em_htg_humS5:*
em_htg_humé:*
em_htg_hum7:*
em_htg_hum8:*
em_htg_invl:*
em_htg_inv2:*
em_htg_other:*

33: em_htg_rod:*
34: em_huml:*
35: em_hum2:*
36: em_hum3:*
37: em_humd:*
38: em_hum5:+*
39: em_humé6:*
40: em_hum?7:*
41: em_in:*

42: em_om:*

43: em_or:* -
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em_ov:*

em_pat:*

em_ph:*

em_pl:*

em_ro:*

em_sts:*

em_sy:*

em_un:*

em_vi:*

gb_stsl:*

gb_sts2:*

gb_sts3:*

gb_sy:*

gb_un:*

gb_vil:*

gb_vi2:*

gb_htgl:*

gb_htg2:*

gb_htg3:*

gb_htg4:*

gb_htgS5:* .
gb_htg6:*
gb_htg7:*
gb_htg8:*
gb_htg9:*
gb_htgl0:
gb_htgll:
gb_htgl2:
gb_htgl3:
gb_htgl4:
gb_htgl5:
gb_htgl6:
gb_htgl7:
gb_htgl8:
gb_htgl9:
gb_htg20:
gb_htg2l:
gb_htg22:
gb_htg23:
gb_htg24:
gb_htg25:
gb_prl:*
gb_pr2:
gb_pr3:
gb_pr4:
gb_pr5:
gb_pré6:
gb_pr7:
gb_pr8:
gb_prS:
gb_rol:
gb_ro2:
gb_in4:
gb_prlQ:*
em_ba3:¥*

* %k o F % F % % % F % % ¥ % % *

* Ok R Ak % ¥ F * A *

98:

Pred. No. is the number of results predicted by chance to:have a
score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution.

SUMMARIES
%
Query

Score Match Length DB 1ID Description

2816 100.0 2816 85 AB016072 AB016072 Homo sapi
1440 51.1 1516 91 F116756S15 AF116770 Homo sapi
1376 48.9 2031 89 AF116771 AF116771 Homo sapi
1376 48.9 2270 85 AB016073 AB016073 Homo sapi
1364 48.4 4846 9 AX009538 AX009538 Sequence

1364 48.4 4849 92 HSA16961 Y16961 Homo sapien
1347 47.8 1347 88 AF075428 AF075428 Homo sapi
1232 43.8 1551 88 AF075432 AF075432 Homo sapi
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AF075430

9 1232 43.8 1926 88 AF075430 Homo sapi
10 1219.6 43.3 1452 94 AF075434 AF075434 Mus muscu
11 1166.2 41.4 4991 95 RSKET ¥Y10258 Rattus norv
12 1153 40.9 1668 94 AF075435 AF075435 Mus muscu
13 1153 40.9 2043 94 AF075436 AF075436 Mus muscu
14 1143.6 40.6 1182 88 AF075429 AF075429 Homo sapi
s 15 1031.2 36.6 2082 88 AF061512 AF061512 Homo sapi
16 1031.2 36.6 4708 9 ax009537 AX009537 sequence
17 1031.2 36.6 4756 88 AF091627 AF091627 Homo sapi
18 1028.6 36.5 1386 88 AF075433 AF075433 Homo sapi
19 1028.6 36.5 1761 88 AF075431 AF075431 Homo sapi
20 1026.4 36.4 2820 85 AB0101S3 AB010153 Homo sapi
c 21 953.4 33.9 180892 72 AC063939 AC063939 Homo sapi
22 951.2 33.8 1170 94 AF075437 AF075437 Mus muscu
23 884.6 31.4 1386 94 AF075438 AF075438 Mus muscu
24 884.6 31.4 1761 94 AF075439 AF075439 Mus muscu
25 884.6 31.4 4669 94 AB010152 AB010152 Mus muscu
26 770.6 27.4 1506 85 AB042841 AB042841 Homo sapi
27 752 26.7 1749 8 AB045224 AB045224 Gallus ga
28 646.6 23.0 1098 8 AF314148 AF314148 Xenopus 1
29 479 17.0 970 93 HSP63G13 AF124540 Homo sapi
30 466.8 16.6 1817 9 A64599 A64599 Sequence 18
31 466.8 16.6 1870 9 A64597 A64597 Sequence 16
32 466.8 16.6 2156 9 A64586 A64586 Sequence 5
33 466.8 16.6 2234 97 HSY11416 ¥Y11416 H.sapiens m
34 466.4 16.6 1521 9 A64595 A64595 Sequence 14
35 466.4 16.6 1764 9 A64593 A64593 Sequence 12
36 465.4 16.5 2155 94 MMU19235 Y19235 Mus musculu
37 463.8 16.5 2034 9 A64584 A64584 Sequence 3
38 463.8 16.5 2874 9 A64582 A64582 Sequence 1
39 463.8 16.5 2874 91 CAY11419 ¥11419 C.aethiops
40 461.2 16.4 2452 48 MMU19234 ¥19234 Mus musculu
41 458.6 16.3 2040 9 A64588 A64588 Sequence 7
42 440.2 15.6 2214 8 AF043641 AF043641 Barbus ba
43 340.4 12.1 147765 76 AC084060 AC084060 Mus muscu
44 272.4 9.7 2172 8 XELPS53AA M36962 X.laevis PS5
45 272.4 9.7 2192 8 XLP53R X05191 Xenopus lea
ALIGNMENTS
RESULT 1
AB016072
LOCUS AB016072 2816 bp mMRNA PRI 06-FEB-1999
DEFINITION Homo sapiens mRNA for p51A, complete cds.
ACCESSION AB016072
VERSION AB016072.1 GI:3510327
KEYWORDS p51A.
SOURCE Homo sapiens skeletal muscle cDNA to MRNA.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 2816) .
AUTHORS Ikawa,S. and Osada,M.
TITLE Direct Submission
JOURNAL Submitted (10-JUL-1998) to the DDBJ/EMBL/GenBank databases.
Shuntaro Ikawa, Institute of Development, Aging and Cancer,
Department of Cell Biology; 4-1 Seiryo-machi, Sendai, Miyagi
980-8575, Japan Aw-amwp"mwwmsmmwamo.nosowc.mn.uw\
Tel:81-22-717-8484, Fax:81-22-717-8488)
REFERENCE 2 (sites)
AUTHORS Osada,M., Ohba,M., Kawahara,C., Ishioka,C., Kanamaru,R., Katoh,I.,
Ikawa,Y., Nimura,Y., Nakagawara,A., Obinata,M. and Ikawa,S.
TITLE Cloning and functional analysis of human p51, which structurally
and functionally resembles pS3
JOURNAL Nat. Med. 4 (7), 839-843 (1998)
MEDLINE 98324755
FEATURES Location/Qualifiers
source 1. .2816

/organism="Homo sapiens"
/db_xref="taxon:9606"
/chromosome="3r

/map="3q28"
/tissue_type="skeletal muscle"
CDSs 145. .1491
/codon_start=1
/product="p51A"
/protein_id="BAA32592.1"
/db_xref="GI:3510328"
\wnm:mymﬁwcnl=zmomeoazmwrmum<mo:H:Uwrmovnom<omchzw<umvwmc
oweszMHmzcnHmzocwcrmov22v0~eerhFZmZUooHoznmmmemvxzeU:>oz
m<e>vmw<>0vmmemb>rmmmv>HvmZHU&wmVIMMD<mwoomwe>xm>aze<memrx
xrwnonxeowHon<zevwmoo><Hz>=v<<zz»mm<em<<xxovz:mrmmemeo
H>vvm:rHz<m0zmz>0<<m0mHHQwom<r<vwmmvo<0%mmea<b<zwzozmm0<00
ZZmszFHH<qrmambmo<hmwm0wm>an>0vmmcwz>0mcmHxxoo<mcmezzoco
azmmwwoze:mH03emHzxzxmmccmrb<rv<wmwme<mzvrxmeMbmrzo<rv0:e
Hme«mooooooxo:bbozmhrw>0mwzmr<mvwwmevzomc<mmw:mxmvzzm<<u=
BASE COUNT 781 a 658 c 619 g 758 t
ORIGIN
Query Match 100.0%; Score 2816; DB 85; Length 2816;
Best Local Similarity 100.0%; Pred. No. 0;
Matches 2816; Conservative 0; Mismatches 0; 1Indels 0; Gaps
Qy 1 nonnnmwnmnnmmmmmnmmﬁﬁ@wm@ommmﬁmmmnﬁnﬁommwOﬁﬁnmomonmﬁmonmooon 60
[ENRERA] FVEEEreree ety VEELLLULEEERC e v i iy
Db 1 eomeea>a>en>>>own>maeo>>oo>>>enw>eeeqob>>oeeo>onneoennn>nooq 60
Qy 61 mommmmonaoooﬁ@mQOOHnmomnnomooonnnouﬁmmmmmoonmmonomnnnonnnﬂmm 120
PLVEVURLECN LTy FVLTLLEEE R e TELELLT
Db 61 wo>oe»oennnoeownooae>o>eno>oomaeeooe>O>>>Ono>noeo>eeenaoeenn 120
Qy 121 mmmmmmmmﬁﬂWﬁﬁmnoomnoomnomﬁ@noonmammomnmommmommmnmmmnnoonommﬁ 180
PLELELTLE etk FVEVELEELRL Lty
Db 121 >>>o>>>meawee>ooo>aon>nn>emeOOO>o>no>0>o>m>nw>>en>>eeoneo>oe 180
Qy 181 nnmnmmmﬂnﬂnoom@nmﬁmnonammwnnﬁnonommmowooonmﬂmnonnomonnommooo 240
(RN FEELELCRIV I ety [EERARARAR PEELtrend
Db 181 0O>QPQOeeeenn>mo>e>enenooweeeeoemo>&o>none>a>eoeeo>naeo>oonn 240
Qy 241 mﬁﬁ@mnnﬁmmmomnﬁmﬁmmmnommnomnommmmmmnmmﬁmommommmnmmmwnnmmmmﬁﬁ 300
14 FEVTVUR LV LR ERT R i it INENRERARARRRRN R |
Db 241 >eeowoee0>>oeeaneno>en>&00>en>n»>mweomeonm>o>>>o>>m>een>n TT 300
Qy 301 ag mnommonmnmnonmounmom@mwnnnm@moommwonmmononmnoﬁamoomommﬁmo 360
[IRRERE PEVETCRUI VR R T e b I
Db 301 AaG >amo>nama>eOnmo>Hmnboo>oeomm>00e0>neo>oono>enemmnn>o>oe>n 360
Qy 361 mocmwnOﬁoammomoonmmmomoowwmomoomnommmnnommmmoaaonoonomnnomnn 420
TRy FECETERRRUL T ety [ERRRERRRN 11
Db 361 >OO>>oOenoooneooeo>>0b90>eoa>Oo>QO>Q>eeo>o>>nnnoeooanneonwon 420
Qy 421 womooonmnmwomnmamnomnmnmommmmnmmomnomommomononQQOOOﬂmomomomm 480
ARNN RN RRNANED] VELERELECEDY Tt [ARERERA 1l
Db 421 }meonoe>e>bn>o>o>00>ooomo>O>>O>oOoen>ommnnnoneooonne>omn>n>0 480
Qy 481 ooommnnoomnnnnoamﬁmanﬁOﬁonnomnomoooooomﬁooocﬁoommnmoommonmo 540
LRI it FELEVELELLL L L ivere g [RRRRR
Db 481 nno>nnHOO>OOaeOo>eone0eoeOeoo>en>Ooomoo»eomnneno>wo>ono>ne>a 540
Qy 541 oommoooo@omommwnnoamomﬂmﬁonvnonmmomonomm caccgccaagtcggcecace 600
FIEVULULEN Tttt [ERARARE [EERARAR [AERRER
Db 541 00>Qm00000>0>oeee00>ooeneonea00>00>OeOo>mo>nnmnn>>oaooono>oo 600
Qy 601 nowmo@nmnnonmonmmmnn@mmammmoﬁonmonmoommmnﬁoommm@momﬁmoonomﬁo 660
ERR PUVULECEEE et ereerety SRRERARRRNARAE Y
Db 601 Homw00e>ﬂe00>0Hn>>0HQ>>Q>>>OeOe>nemon>>>eeon>>>0>n>emoonn>en 660
Qy 661 om@mﬁomm@mnmmn@wnoonmoononﬁomammwonﬁcﬁnmnOQQGQOOWnononmnonmo 720
: NN RN AR RN PLEELELELE b e PEELELELD L
Db 661 0>Obeo>>OoeQ>eObOOOO>OOeOO%Obnnn>QneoGHPHDOOOQOO>GQOOHOGOH>O 720
Qy 721 mmmmmmoonmmonmooﬁowommmmmnmmﬁmmmonomnmnnOOmmoomnmeOﬁmmmnaon 780
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bb
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
bb
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db
Qy
Db

721

781

781

841

841

901

901

961

961
1021
1021
1081
1081
1141
1141
1201
1201
1261
1261
1321
1321
1381
1381
1441
1441
1501
1501
1561
1561
1621
1621
1681
1681
1741
1741
1801
1801

AAAAAAGCTGAGCACGTCACGGAGGTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGT

gaattcaacgagggacagattgcccctectagtcatttgattcgagtagaggggaacage
[NERNAR! T
GAATTCAACGAGGGACAGATTGCCCCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGC

awﬁmoonmmnmﬁanmommmmnooomﬁomom@ammamommmmnoﬁmon@oﬂwnOﬁnwﬁwmm
FERETEEIETR T e ittt
CATGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAG

ccaccccaggttggcactgaattcacgacagtecttgtacaatttcatgtgtaacagecagt

IEVEVRT R il FTEERETR TR e eyt
CCACCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGT

tgtgttggagggatgaaccgecgtccaattttaatcattgttactctggaaaccagagat

L FAVTUEL L R LT er
TGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGAT

gggcaagtcctgggecgacgctgetttgaggeccggatetgtgettgecccaggaagagac

FLTELELE LT Lt
GGGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGAC

aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt

PICELEILLTE VBT L ekl
AGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGT

gatggtacgaagcgcecgtttegtcagaacacacatggtatccagatgacatccatcaag

TRLLELLTT
GATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGACATCCATCAAG

aaacgaagatccccagatgatgaactgttatacttaccagtgaggggcegtgagacttat

P VLT LELELELET
AAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTAT

gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacaca

Ny ARIRNNEN VLT TRy L e ririn |
GAAATGCTGTTGAAGATCAAAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACACA

attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatcte
FILEL] FEOLTEER TR et e b e ere eyl
ATTGAAACGTACAGGCAACAGCAACAGCAGCAGCACCAGCACTTACTTCAGAAACATCTC

ctttcagcectgcttcaggaatgagettgtggageccecggagagaaactccaaaacaatet
IRNERY FECREERETE VR eyt e e bbb e e ey
CTTTCAGCCTGCTTCAGGAATGAGCTTGTGGAGCCCCGGAGAGAAACTCCAAAACAATCT

gacgtcttctttagacattccaagecccccaaaccgatcagtgtaceccatagageecctate

TH (EASRSNARY FLOLEETE TR bbb
GACGTCTTCTTTAGACATTCCAAGCCCCCAAACCGATCAGTGTACCCATAGAGCCCTATC

tctatattttaagtgtgtgtgttgtatttccatgtgtatatgtgagtgtgtgtgtgtgta
[ARRERR TRV
TCTATATTTTAAGTGTGTGTGTTGTATTTCCATGTGTATATGTGAGTGTGTGTGTGTGTA

tgtgtgtgcgtgtgtatctagccctcataaacaggacttgaagacactttggctcagaga
[NERERRNERRRARARARAE! KRR ARANRN
TGTGTGTGCGTGTGTATCTAGCCCTCATAAACAGGACTTGAAGACACTTTGGCTCAGAGA

cccaactgctcaaaggcacaaagccactagtgagagaatcttttgaagggactcaaacct

SR RN RSN N NN ANy [RERRNNNE. SRRl
CCCAACTGCTCAAAGGCACAAAGCCACTAGTGAGAGAATCTTTTGAAGGGACTCAAACCT

ttacaagaaaggatgttttctgcagattttgtatecttagaceggeccattggtgggtgag

[EEERERNRN]
TTACAAGAAAGGATGTTTTCTGCAGATTTTGTATCCTTAGACCGGCCATTGGTGGGTGAG

gaaccactgtgtttgtctgtgagetttetgttgtttectgggagggaggggtcaggtggg
NN
GAACCACTGTGTTTGTCTGTGAGCTTTCTGTTGTT TCCTGGGAGGGAGGGGTCAGGTGGG

gaaaggggcattaagatgtttattggaacccttttetgtcttettetgttgtttttctaa

FCEEELELREerirn | UL EL R i
GAAAGGGGCATTAAGATGTTTATTGGAACCCTTTTCTGTCTTCTTCTGTTGTTTTTCTAA
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Qy 1861 aattcacagggaagcttttgagcaggtctcaaacttaagatgtctttttaagaaaaggag 1920
PEORTRERTR PR e b e e r e e e b e e e ety

Db 1861 AATTCACAGGGAAGCTTTTGAGCAGGTCTCAAACTTAAGATGTCTTTTTAAGAAAAGGAG 1920

Qy 1921 aaaaaagttgttattgtctgtgcataagtaagttgtaggtgactgagagactcagtcaga 1980
PECEEEEEER Yt i e e e bbb e e r e e e e e e e e ey

Db 1921 AAAAAAGTTGTTATTGTCTGTGCATAAGTAAGTTGTAGGTGACTGAGAGACTCAGTCAGA 1980

Qy 1981 cccttttaatgctggtcatgtaataatattgcaagtagtaagaaacgaaggtgtcaagtg 2040
[EERARN PREEETIVEECE et e e e r gt

Db 1981 CCCTTTTAATGCTGGTCATGTAATAATATTGCAAGTAGTAAGAAACGAAGGTGTCAAGTG 2040

Qy 2041 tactgctgggcagcgaggtgatcattaccaaaagtaatcaactttgtgggtggagagtte 2100
[REEAR Jereren [AERRRRAR LRI [IEERRAR

Db 2041 TACTGCTGGGCAGCGAGGTGATCATTACCAAAAGTAATCAACTTTGTGGGTGGAGAGTTC 2100

Qy 2101 tttgtgagaacttgcattatttgtgtectcccctecatgtgtaggtagaacatttcttaat 2160
PEVEVETETE R e e b b b e ety be et

Db 2101 TTTGTGAGAACTTGCATTATTTGTGTCCTCCCCTCATGTGTAGGTAGAACATTTCTTAAT 2160

Qy 2161 gctgtgtacctgcctetgecactgtatgttggcatetgttatgctaaagtttttcttgta 2220
TELELE] REEAREERR AR AR AR AR AR AR ARRRAN] [EERRARRNARE!

Db 2161 GCTGTGTACCTGCCTCTGCCACTGTATGTTGGCATCTGTTATGCTAAAGTTTTTCTTGTA 2220

Qy 2221 catgaaaccctggaagacctactacaaaaaaactgttgtttggecccecatagcaggtgaa 2280
PERLLEEE RSP b e b e b e e bkl

Db 2221 CATGAAACCCTGGAAGACCTACTACAAAAAAACTGTTGTTTGGCCCCCATAGCAGGTGAA 2280

Qy 2281 ctcattttgtgcttttaatagaaagacaaatccaccccagtaatattgcecttacgtagt 2340
POVEVETEV TRt e bbb bbb bbb e e e e iy b i ety

Db 2281 CTCATTTTGTGCTTTTAATAGAAAGACAAATCCACCCCAGTAATATTGCCCTTACGTAGT 2340

Qy 2341 tgtttaccattattcaaagctcaaaatagaatttgaagccctctcacaaaatctgtgatt 2400
NN RN AR RN RN R RN R R N RN RN N AR R AR AR N R NN

Db 2341 TGTTTACCATTATTCAAAGCTCAAAATAGAATTTGAAGCCCTCTCACAAAATCTGTGATT 2400

Qy 2401 aatttgcttaattagagcttctatccctcaagectacctaccataaaaccagccatatta 2460
TELITE] PELELEII TR s it b et et et iirenel

Db 2401 AATTTGCTTAATTAGAGCTTCTATCCCTCAAGCCTACCTACCATAAAACCAGCCATATTA 2460

Qy 2461 ctgatactgttcagtgcatttagccaggagacttacgttttgagtaagtgagatccaage 2520
PEPETETEE R e e e e e e e e e et

Db 2461 CTGATACTGTTCAGTGCATTTAGCCAGGAGACTTACGTTTTGAGTAAGTGAGATCCAAGC 2520

Qy 2521 agacgtgttaaaatcagcactcctggactggaaattaaagattgaaagggtagactactt 2580
[IRERN [RERXRRRN IERERANER

Db 2521 AGACGTGTTAAAATCAGCACTCCTGGACTGGAAATTAAAGATTGAAAGGGTAGACTACTT 2580

Qy 2581 ttettttttttactcaaaagtttagagaatctctgtttctttccattttaaaaacatatt 2640
FOVURETE Tt et ty bbb bbbty b e e ey b bt

Db 2581 TTCTTTTTTTTACTCAAAAGTTTAGAGAATCTCTGTTTCTTTCCATTTTAAAAACATATT 2640

Qy 2641 ttaagataatagcataaagactttaaaaatgttcctcccctccatcecttcccacacccagt 2700
VELEEEETEE et ety byt e e e e e e e e e gl

Db 2641 TTAAGATAATAGCATAAAGACTTTAARAATGTTCCTCCCCTCCATCTTCCCACACCCAGT 2700

Qy 2701 caccagcactgtattttctgtcaccaagacaatgatttcttgttattgaggctgttgett 2760
PEECREREEEE TR et et e bbb ekt e e e e e e it ey ey ey i

Db 2701 CACCAGCACTGTATTTTCTGTCACCAAGACAATGATTTCTTGTTATTGAGGCTGTTGCTT 2760

Qy 2761 ttgtggatgtgtgattttaattttcaataaacttttgcatcttggtttaaaagaaa 2816
NN RN AR NN Ann TOLEEET e

Db 2761 TTGTGGATGTGTGATTTTAATTTTCAATAAACTTTTGCATCTTGGTTTAAAAGAAA 2816

RESULT

F116756S815

LOCUS F116756S15 1516 bp DNA PRI 16-MAR-2000

DEFINITION Homo sapiens p51 gene, exon 15 and complete cds, alternatively

spliced.
ACCESSION AF116770
VERSION AF116770.1 GI1:7248444
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KEYWORDS
SEGMENT 15 of 15
SOURCE human. Query Match 51.1%; Score 1440; DB 91; Length 1516;
ORGANISM Homo sapiens Best Local Similarity 100.0%; Pred. No. 0;
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Matches 1440; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 1516) Qy 1377 nonQOnnnnm@nononwﬁnmmmmmﬂmm@nnnonommmnonommmmmmmmmonoommmmom 1436
AUTHORS Tani,M., Shimizu, K., Kawahara,C., Kohno,T., Ishimoto,0., Ikawa,S. ELELLLTTELE LT ekt FLELULET Rt [ARRRERERARE
and Yokota,J. - Db 77 qoeonﬁeenwmOnanoeeo>oo>>em>mneeaanm>nonnnnn>m>o>>>oqon>>>>n> 136
TITLE Mutation and expression of the P51 gene in human lung cancer
JOURNAL Neoplasia 1 (1), 71-79 (1999) Qy 1437 mﬁOﬂnmn@ﬁomﬁoﬂnﬁmmmomﬁnonmmmnoonnwmmnocmﬁommﬁonm000mﬁmomoooo 1496
MEDLINE 20388515 PEVLTEIL et NS RNERRNRRRRRRAR NS RRARRNARNE]
REFERENCE 2 (bases 1 to 1516) Db 137 >eoeQ»OQeoaeoeHawo>O>eHOO>>onOOOO>>>OOG?HO>O€QH>OOO>e>o>0000 196
AUTHORS Tani,M., Shimizu, k., Kohno,T., Ikawa,S. and Yokota, Jd.
TITLE Direct Submission Qy 1497 nwﬁOﬁonmnmnnnnmmowmﬁoﬁan@nﬁonmﬁﬁﬁoomn@ﬁ@ﬁmnmnoﬁammnonoﬁonmnm 1556
JOURNAL Submitted (28-DEC-1998) Biology Division, National Cancer Center (NN RRARRRRR RN LEVIEOREI e i [IERERERRRRRRRD
Research Institute, 1-1. Tsukiji 5-chome, Chuo-ku, Tokyo 104-0045, Db 197 e>aOena>eyeeeeb>oanememeoeeme>eeanObeoeoe>e>emeo>oeoeneneoan 256
Japan
FEATURES Location/Qualifiers Qy 1557 nmnmﬁ@ﬁ@ﬁoﬁ@nononuﬁmnOﬁonoonomnmmmommomonnmmmmmnmnnnnmmownm 1616
source 1. .1516 VLEETEEEIt i PLVLLCLELER Tty 1
/organism="Homo sapiens” Db 257 Hma>eoemeneonmeneoa>enabnn0Oen>e>>>n>mn>oeeo>>m>0>neeeomneo> 316
/db_xref="taxon:9606"
/chromosome="3" Qy 1617 ommmonommonmnﬁnmmmmmomnmmmooanﬁmmnamom@mmnonﬁnnmmmmmomnnowm 1676
/map="3q28" LEEVELEE et PULEELLERCE T e NERRRRNE
MRNA join(AF116756.1:<1. .100,AF116757.1:324. .455, Db 317 O>Q$OOO>>OaOoenb>>000>Ow>>00O>Oe>QHo>Q>o>>aoaqeem>>omm>neo>w 376
AF116759.1:132. -387,AF116760.1:206. .392,
AF116761.1:314. -429,AF116762.1:318. .427, Qy 1677 moonnﬂQOmmommmmomnowﬁnnonmommmnnnﬁ@ﬂmnoonnw@moo@mnnmnnmoﬂ@mo 1736
AF116763.1:185. .321,AF116764.1:236. .318, SRR RN RR AR VLIV e i et
AF116765.1:201. .337,77. .1516) Db 377 voneee>0>>m>>>mayeaeaee0aoowm>eeeaoe>ennee>0>oonono>aeooannn 436
/product="p51 isoform TAp63gamma"
CDS join(AF116756.1:27. .100,AF116757.1:324. .455, Qy 1737 nmwoommoomonoﬁmﬁmnuaonanommonnnomonﬁmnnﬁoommm@mmwmmwamwnnmmm 1796
AF116759.1:132. -387,AF116760.1:206. .392, VLIt et RRERAN PIVLVLTTV IRt
AF116761.1:314. -429,AF116762.1:318. .427, Db 437 emwom>>OOyneoeoHeeoaneneo>ooaeenqmeemeeenneoma>mom>onooen>mo 496
AF116763.1:185. .321,AF116764.1:236. .318,
AF116765.1:201. .337,77. .191) - Qy 1797 ﬂmmomwmwm@mmomnnmmamnmnnnmﬂﬁ@mmmnnnﬁnnnonoﬁonﬁnﬁnon@nnonnnnﬁ 1856
/note="B(p51A)" PLLLLEREEEET iy [BARAEY! FLELEELLEIL b |
/codon_start=1 Db 497 HOmmO>>>moOQ0>ee>>m>eoeee>eHOOb>000eeHHO%OHOEQOQHOHQHHOQHHHH 556
/product="p51 isoform TAp63gamma”®
/protein_id="AAF43486.1" Qy 1857 nﬁmmmmnﬁcmommmmmmmonﬁﬁﬂmmmomwunnnnmmmomnmwomnmnnnnmnnmmmmmwm 1916
/db_xref="GI:7248445" ERRRRN RN R A RN [AENRRE FLLELERR TRt ety
\ﬁﬁm:mpmﬁwonl=zmomeOezmmrmwm<womHzomrmoVHOm<ovHObzm<Dmmmmc Db 557 Oﬂb>>>eHO>O>OOQ>wnoeHeem>mn>moaOeo>>>Oe4>>o>eoeneaee$>>07>>> 616
O>HzxHNHmZUOHwZOUmUrmUmZSVOMHZFQbbszOOOHOZGmmmemvmzabmwoz
m<awumv<>0mmmamo>rmmmm>ummzeOmvmw:mmc<mwoommevxmwezemmemrx Qy 1917 @mwmmmmmmwonﬁmmﬁmnnmnnﬁoﬁ@omwwmmﬂmmmnﬁmnmwmnmwnnmmmummOﬁommn 1976
xE.noHZS.nmHoHm<§_E%om»ﬁEE;xymm<em<<xmovz=mrmmmmzmmo ELLLLEREEER e i 1 [ERERRN [EARRERRRRRRR]
Hbvvmmrhw<m®2mm>o<<mcvHemwom<r<v<mvwo<nemmee<b<2m10zmw0<mm Db 617 Qnbm>>>>>>maenee>aeOeOeoeoO>HwwoH>>mﬂqmq>anen>oen>m>o>oeo>0e 676
zzzwvHrHH<ermamcno<rnwznwm>anwowmmUwz>bmumHwzoo<momexzoun
exwvmmozemnHozemHxxxzmeDmrrmrm<mozmemmzrrtzmmrmrzo<rvo=e Qy 1977 nmmmoonﬂﬁﬁﬁmmnmonmmnnmﬁonmwnwmnmwnmomm@ﬁmoﬁmmmmmmommmwmncﬁnm 2036
Hmemxoooooo:omrroz:brmbowm2mr<mvwwmevamc<wmm:mxvvzwm<<v= PELEVELEECEr v ity BN R R RN EEY
MRNA join(AF116758.1:1. -517,AF116759.1:132. .387, Db 677 n>n>onOeeqe>>anneonen>ene>>e>>e>eamn>>oe>na>>ny>>om>>Omeneo> 736
AF116760.1:206. .392,AF116761.1:314. .429,
AF116762.1:318. -427,AF116763.1:185. .321, Qy 2037 mananmowmnnm@aommowmmmm@mnomnnmnommmmanmmnnmmOﬁmnmﬁnoonommmw 2096
AF116764.1:236. -318,AF116765.1:201. .337,77. .1516) NN N [AEARENR FEVELUELL UL Tertiering
/product="p51 isoform delNgamma" Db 737 wme0H>OeQOeOOnO>QnO>nOam>eo>ee>0O>>>>ne>>e0>>oeaenennmeom>m> 796
CcDS Join(AF116758.1:477. -517,AF116759.1:132. .387,
AF116760.1:206. -392,AF116761.1:314, .429, Qy 2097 unﬁnﬁﬁﬂwnmmommnnﬁQOmnnmnnnmﬁwnOOﬁooonnnmnmﬂ@nm@mﬂwmmmnmﬁnnOﬁ 2156
AF116762.1:318. .427,AF116763.1:185. .321, PECVCLLT LT T Tt LRIt
AF116764.1:236. .318,AF116765.1:201. -337,77. .191) Db 797 meeoeeeoeo>o>&oeemo>ee>qeHmamennenoooeo>eoeme>mma>n>>o>eeeoq 856
/codon_start=1 .
/product="pS1 isoform delNgamma™" Qy 2157 mmmﬁooﬁmﬁwnmnonmoomnﬂmnomnnonmnowﬁmanmnonmnnmﬂmoﬁmmmowﬁnnnnﬁ 2216
/protein_id="aAF43490.1" FERLUI LRt ety Lt FLEVLLLL Rt
/db_xref="GI:7248449" Db 857 e>>eaoeneoe>noaonneneOOO>OHOH>HQHQOQO$ CTGTTATGCTAAAGTTTTTCT 916
\ﬂHm:mwmnMo:l==h<rmZZ>OQDMmmv0<ezrorhzmzuooHozmmmmqmvxzebm . :
>ozw<e>vmv<wovmmemcwrmvmvavmzecﬁmommmmc<mwoommu>xm>eze<me Qy 2217 ﬁmnmnmﬁmmmmonnnm@mmmmonnmnﬁmommmmwmmonnﬂﬁoﬁﬁn@monnnomﬁmmnmmm 2276
mrxxr<noHyxeovHon<zevvmonw<Hx»:n<<xz>mm<em<<xznmzmmrmzmmz FLVTERETE LT ety FEEELLULL LI bt
MOOHbvvmmer<mmzm:>0w<mUvHenzom<r<m&mvmo<0%mwee<b<zmzozmmo Db 917 eoe>0>en>>>00OeOO>>O>OOH>O€>O>>>>>>>O&OQHQ%H%QOOOOOO>H>QO>OO 976
<mmzzwmeFHH<Hbmewboo<bmwxomm>wHo>omnxczwbomowHzxoo<w0meﬂz
ounexzmwwozemoHozemHxxzwmwoumrr<rv<wnzma<mzhrtzmwrmr30<bm Qy 2277 wmmmonomnnnwmnmonnnﬁmmnmmmwmmmommmnnnmonoomoﬁ atattgcccttacg 2336
o:eHmexxoooooomomrroxmrrw>ommzmr<mwwxmevwomc<wmmmmxmmzzm<m FEELRLVELLL R i et e [RERRAR PLEEEITinl
P" . Db 977 eo>>OeO>HeHenHmnHeHe>>e>m}>>o>0>>>enO>0000>0e>>a>eenoonee>no 1036
exon 77. .1516
/number=15 Qy 2337 ﬁmmnﬂmﬁﬁnmonmﬁnmﬁﬁommm@onommmwnmmmmnnnmmwQOOOﬁonomommmmnOﬁmﬂ 2396
BASE COUNT 408 a 293 ¢ 313 g 502 t . RSN RERERA AR Y SRR RRNRRANEAY NN NARRNERNY]
ORIGIN Db 1037 ebneeneeeboo>ee>eeo>>>mOeO>>>>4>m>>eHq0>wnnnneoen>0>>>§eoaoe 1096



Wed Aug 8 08:03:27 2001 us-09-670-568b-2.rge Page 5

ORIGIN
Qy 2397 gattaatttgcttaattagagcttctatccctcaagcctacctaccataaaaccagecat 2456
[EAERARNNRR PERROETETR R e ey b by e i i ey e e i i
bb 1097 GATTAATTTGCTTAATTAGAGCTTCTATCCCTCAAGCCTACCTACCATAAAACCAGCCAT 1156 Query Match 48.9%; Score 1376; DB 89; Length 2031;
Best Local Similarity 100.0%; Pred. No. O;
Qy 2457 attactgatactgttcagtgcatttagccaggagacttacgttttgagtaagtgagatce 2516 Matches 1376; Conservative ; Mismatches 0; 1Indels 0; Gaps 0;
PELPERERT R relenn FLERLERL T EEET T b R e e
Db 1157 ATTACTGATACTGTTCAGTGCATTTAGCCAGGAGACTTACGTTTTGAGTAAGTGAGATCC 1216 Qy 1 tcgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccacect 60
[ERANENA FELELETEV ey
Qy 2517 aagcagacgtgttaaaatcagcactcctggactggaaattaaagattgaaagggtagact 2576 Db 1 TCGTTGATATCAAAGACAGTTGAAGGAAATGAATTTTGAAACTTCACGGTGTGCCACCCT 60
SRR AR N AR AR (AR RR RN RNARARENEN [AENRAR
Db 1217 AAGCAGACGTGTTAAAATCAGCACTCCTGGACTGGAAATTAAAGATTGAAAGGGTAGACT 1276 Qy 61 acagtactgccctgacccttacatccagcgtttcgtagaaacccagctcatttectettgg 120
[NERARENN PEEELETE [INABAENS
Qy 2577 acttttecttttttttactcaaaagtttagagaatctectgtttctttccattttaaaaaca 2636 bb 61 ACAGTACTGCCCTGACCCTTACATCCAGCGTTTCGTAGAAACCCAGCTCATTTCTCTTGG 120
[SRRRRERN VIVELLLNE PEVETELE ILARAENA [NRNRE
Db 1277 ACTTTTCTTTTTTTTACTCAAAAGTTTAGAGAATCTCTGTTTCTTTCCATTTTAAAAACA 1336 Qy 121 aaagaaagttattaccgatccaccatgtceccagagcacacagacaaatgaattcctcagt 180
[ARERARAN] [ERRRERE! [ERERANES [RERRARE [AERRNRE
Qy 2637 tattttaagataatagcataaagactttaaaaatgttcctccectcecatctteccacace 2696 Db 121 AAAGAAAGTTATTACCGATCCACCATGTCCCAGAGCACACAGACAAATGAATTCCTCAGT 180
RN
Db 1337 TATTTTAAGATAATAGCATAAAGACTTTAAAAATGTTCCTCCCCTCCATCTTCCCACACC 1396 Qy 181 ccagaggttttccagcatatctgggattttctggaacagcctatatgttcagttcageee 240
' TEPERLTELEEE el (RN AR R ERA AN NNy
Qy 2697 cagtcaccagcactgtattttctgtcaccaagacaatgatttettgttattgaggetgtt 2756 Db 181 CCAGAGGTTTTCCAGCATATCTGGGATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCC 240
LEERTELER Rl
Db 1397 CAGTCACCAGCACTGTATTTTCTGTCACCAAGACAATGATTTCTTGTTATTGAGGCTGTT 1456 Qy 241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
TRt i et e e e by b bbb e r eyl
“Qy 2757 gcttttgtggatgtgtgattttaattttcaataaacttttgcatcttggtttaaaagaaa 2816 Db 241 ATTGACTTGAACTTTGTGGATGAACCATCAGAAGATGGTGCGACAAACAAGATTGAGATT 300
PRV ettt [REREREEEL [HERNN
Db 1457 GCTTTTGTGGATGTGTGATTTTAATTTTCAATAAACTTTTGCATCTTGGTTTAAAAGAAA 1516 Qy 301 agcatggactgtatccgcatgcaggactcggacctgagtgaccccatgtggccacagtac 360

FPLARVLERS LA e b LRIyt
Db 301 AGCATGGACTGTATCCGCATGCAGGACTCGGACCTGAGTGACCCCATGTGGCCACAGTAC 360

RESULT 3
AF116771 Qy 361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctectegtecace 420
LOCUS AF116771 2031 bp MRNA PRI 02-APR-2000 FEVEVETERCV ey e by b e e e e e v e e e ey i ety
DEFINITION Homo sapiens p51 delta mRNA, complete cds. Db 361 ACGAACCTGGGGCTCCTGAACAGCATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACC 420
ACCESSION  AF116771
VERSION AF116771.1 GI:7384975 Qy. 421 agtccctataacacagaccacgcgcagaacagcgtcacggegecctegecctacgcacag 480
KEYWORDS . TEVILETTT PEEECELEV e e et e e e ey e it el
SOURCE human . . Db 421 AGTCCCTATAACACAGACCACGCGCAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAG 480
ORGANISM Homo sapiens N
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Qy 481 cccagctccaccttcgatgctctectetecatcaccecgccateccctecaacaccgactac 540
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. KRN ARARNN ECREETET R e b ey b e ety ererenel
REFERENCE 1 (bases 1 to 2031) Db 481 CCCAGCTCCACCTTCGATGCTCTCTCTCCATCACCCGCCATCCCCTCCAACACCGACTAC 540
AUTHORS Tani,M., Shimizu,K., Kohno,T., Ikawa,S. and Yokota,J.
TITLE Mutations and expression of the pS5l1 gene in human lung cancer Qy 541 ccaggcccgcacagtttegacgtgtecttecagecagtegagecacecgeccaagteggecace 600
JOURNAL  Unpublished [LEBNRNERE! [ARRRNRN
REFERENCE 2 (bases 1 to 2031) Db 541 CCAGGCCCGCACAGTTTCGACGTGTCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACC 600
AUTHORS Tani,M., Shimizu,K., Kohno,T., lkawa,S. and Yokota,J. .
TITLE Direct Submission ’ Qy 601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgeccccate 660
JOURNAL Submitted (28-DEC-1998) Biology Division, National Cancer Center NEREEARERE] NERERRRE TELELELEI (RERRRAR RERARN
Research Institute, 1-1, Tsukiji 5-chome, Chuo-ku, Tokyo 104-0045, Db 601 TGGACGTATTCCACTGAACTGAAGAAACTCTACTGCCAAATTGCAAAGACATGCCCCATC 660
Japan
FEATURES Location/Qualifiers Qy 661 cagatcaaggtgatgaccccacctcctcagggagctgttatcecgegecatgectgtctac 720
source 1. .2031 FEREEETE e et e i b ey e e e e e e ety ey e
/organism="Homo sapiens"” . Db 661 CAGATCAAGGTGATGACCCCACCTCCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTAC 720
/db_xref="taxon:9606"
/chromosome="3" Qy 721 aaaaaagctgagcacgtcacggaggtggtgaagcggtgccccaaccatgagctgagecgt 780
/map="3q28° TRELEEETELEEEI et FECEEEErerrrererreretd LT
CcDs 145. .1560 Db 721 AAAAAAGCTGAGCACGTCACGGAGGTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGT 780
/note="p53-like"
/codon_start-1 Qy 781 gaattcaacgagggacagattgcccctcctagtcatttgattcgagtagaggggaacage 840
/product="p51 delta" PECRPETECR T b i e b e e b e b e e bt e ey ey
/protein_id="AAF61624.1" Db 781 GAATTCAACGAGGGACAGATTGCCCCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGC 840
/db_xref="GI:7384976"
/translation="MSQSTQTNEFLSPEVFQHIWDFLEOPICSVOPIDLNFVDEPSED Qy 841 catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag 900
GATNKTEISMDCIRMQDSDLSDPMWPQY TNLGLLNSMDQQIQNGSSSTSPYNTDHAQN [NERARRRRNN FEELETCEEEr e e ety ey iy TErErnt
SVTAPSPYAQPSSTFDALSPSPATIPSNTDY PGPHSFDVSFQQSSTAKSATWTYSTELK Db 841 CATGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAG 900
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG Qy 901 ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt 960
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG IEERRRRERR RERARNER (NARERERR [RRARAER [RRARAN]
TKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHT Db 901 CCACCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGT 960
IETYRQQQQQOHOHLLQKQTSIQSPSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNA
LTPTTIPDGMGANRSGKSENP" Qy 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat 1020

BASE COUNT 543 a 591 ¢ 454 g 443 t TETELLETTTT
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Db 961 eoemeenQ>000>Hn>bnnnOnoeonbbeeeab>90>eemeeboenemo>>>nn>o>m>a 1020
Qy 1021 ocaommwnnonmmmnommooonnonnﬁmmocnnn@omﬁonmwmonﬁnooommmmmmmmmo 1080
1 LVETELT [EERNRAR! FELELLEEEEN it et
Db 1021 Qonn>&neooeoonnno>nnneooeeeo>mmoon00>eoeoe@neennon>om>>n>o>n 1080
Qy 1081 wommmmonommﬂmmmmmﬁm@owﬁnmmmmmonm@ommaﬁﬁﬁom@mnmmmmommwammoooﬂ 1140
It FELLERCTRET I e ynenl SNANERRRE RN RERRREAN]]
Db 1081 >00>>mmoon>eow>m>a>on>enwmb>>on79n>>0eeenmo>n>oa>n>>>m>boooe 1140
Qy 1141 mmnmmﬁwnmmmmomonomnnﬁnmnommmmowomnmmmoﬁmﬁonmmmﬁmmomﬁnomnnwmm 1200
FVELRIYELE e PLECRELRLLEL L T e
Db 1141 ®>aomebno>>nnQoonneeenoeo>mw>o>0>o>enme>HOO$Q>HQ>O$HOO>HO>>Q 1200
Qy 1201 mmmn@mmmmnoooomomnnmnmmmOﬁmnﬁmﬁmOﬂnmoomomummmmmoomnmmmwnﬁnmﬁ 1260
[ARARRRR [NRRRRRNN FIVTEELCECE LT R E e i iy
Db 1201 b>>no»>o>eonon>O>eo>eo>>nenaH>ewoee>Oo>Qeo>nnnooomem>oboea>e 1260
Qy 1261 mmmmnmonmnﬁommmmﬁommmmmmnOQOﬁmmmmonomnanmmnmonﬁnoonomoomnmow 1320
[ARARRRERER e FELVIVERE e it
Db 1261 nb>bennHoeaow>m>qn>>>n>menonAmm>>nHO>emn>ne>ooaeonen>oo>o>n> 1320
Qy 1321 mnﬂwmmmomnmomamnmmommommnmaomunwmnmoommomonﬁmonﬁommmwmnm 1376
RN LRV LPT R e ittt
Db 1321 >een»>>nne>n>nonb>o>nnb>0>mn>mnwmo>00woo>naa>neenwmw>>0> 1376
RESULT
AB016073
LOCUS AB016073 2270 bp mRNA PRI 06-FEB-1999
DEFINITION Homo sapiens mRNA for p51B, complete cds.
ACCESSION AB016073
VERSION AB016073.1 GI:3510329
KEYWORDS pS1B.
SOURCE Homo sapiens skeletal muscle cDNA to mRNA.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 2270)
AUTHORS Ikawa,S. and Osada,M.
TITLE Direct Submission
JOURNAL Submitted (10-JUL-1998) to the DDBJ/EMBL/GenBank databases.
Shuntaro Ikawa, Institute of Development, Aging and Cancer,
Department of Cell Biology; 4-1 Seiryo-machi, Sendai, Miyagi
980-8575, Japan Am-amww"mwxmtmmwamo.ﬁosox:.mo.uv\
Tel:81-22-717-8484, Fax:81-22-717-8488)
REFERENCE 2 (sites)
AUTHORS Osada,M., Ohba,M., Kawahara,C., Ishioka,C., Kanamaru,R., Katoh,I.,
Ikawa,Y., Nimura,y., Nakagawara,A., Obinata,M. and Ikawa,S.
TITLE Cloning and functional analysis of human p51, which structurally
and functionally resembles p53
JOURNAL Nat. Med. 4 (7), 839-843 (1998)
MEDLINE 98324755
FEATURES Location/Qualifiers
source 1. .2270
/organism="Homo sapiens”
/db_xref="taxon:9606"
/chromosome=*"3"
/map="3q28"
/tissue_type="skeletal muscle”
CDS 145. .2070
/codon_start=1
/product="p51B"

/protein_id="BAA32593.1"

/db_xref="GI:3510330"
/translation="MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSED
n»azxHmHmzuoHzzovmormovzzvOmezrnrerZbooHozowmmemuxzecmyoz
SVTAPSPYAQPSSTFDALSPSPATPSNTDY PGPHSFDVSFQQSSTAKSATWTY STELK
zr<no~>xenvHoHx<zenvvoo><Hw>:m<<xx>mm<em<<xzovzmmrmxqumoo
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG
ezxuwmozamoHozemHxzwwmmccmrr<rv<xmwmemmzrrxmemrmrzowrvo:e
TETYRQQQQQQHQHLLOKQTSIQSPSSYGNSSPPLNKMNSMNKLPSVSQLINPQORNA
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reweﬂH@UOZO>ZHvZZOevaZ>OUKZQrmveo>rvvwbm1vmﬂmxoevvvv<maoﬂ
mH<wa>mﬁOOmm0FU<weaomreaH&OHMt&MZUOFbWFNHvmomwbuiznHrc:m
QLHEFSSPSHLLRTPSSASTVSVGSSETRGERVIDAVRFTLRQT ISFPPRDEWNDENF

DMDARRNKQQRIKEEGE"
BASE COUNT 595 a 676 ¢ 501 g 498 t
ORIGIN
Query Match 48.9%; Score 1376; DB 85; Length 2270;
Best Local Similarity 100.0%; Pred. No. 0;
Matches 1376; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy 1 doanﬁmmnmmommmomomoﬁnmmmommmmnmmmwnnc@mwmoﬂnnmnomﬁmnwonmooon 60
LT LR T O T T e ity [IRERAEARI
Db 1 aooeem>e>90>>>®>n>Oeeo>>oo>>>eo>>eqeeOb>>oaen>ooneoannn>nnoe 60
Qy 61 momonmoﬁmooon@wooonnmnmﬁoommonnnnomnmommmoonmmnnomnﬁﬁononnmo 120
[EERARARRER FELCLEEEER LT R ey
Db 61 >O>meboem00Oem>00Oee>0?eon>Q00aeeome>o>>>000>0080>eaeneneeoo 120
Qy 121 wmmmmmmmnﬁmnwwnommnnnmnomnonoonmammnmnmowmmnmwmnommnnnonommn 180
[AERRRRARA] FETTRELEECEECEC T e e e ity tl
Db 121 >>>Ow>>mqe>ee>onnbeon>00>eoeOOO>Q>Qn>0>O>O>O>>weo>>eanﬂen>ma 180
Qy 181 onmomaanﬂwnoommomﬁmnnﬁuammﬁnwnnnmommnm@nnnmnmnmnnowmnnommooo 240
[ARENIRER IERRRRE [KIRARAN I
Db 181 no>o>noeeeeOO>Q0>e>eoenOo>eeeeOeOo>>O>o00e>e>eoeen>nee0>monn 240
Qy 241 unnomonﬁmmmonﬁﬁmﬁaomnmmmonmnomommomn@mnmoomommmommomnnmmmmnn 300
PV e ety et P [EN
Db 241 >Heowoeaa>>0eeemeQn>eo>>On>eO>O>>Q>emoemnm>0>>>0>>n>eenwo>ee 300
Qy 301 mmnmnm@m0ﬁmnmnonmnmﬁmommmmnaOQQNOOﬂommﬂowoonnmnonmmonmow@nmn 360
LLEREY R L T e e iy [RARARNN RN
Db 301 AGCATGGACTGTATCCGCATGCAGGACTCGGACCTGAGTGACCCCATGTGGCCACAGTAC 360
Qy 361 mommmnonoooonﬂonﬂommnmmomnmmwoommnmmmnnowmmmnomonOOﬁnmnnomon 420
PLLLLEEERETE Ittty EVEETERE et
Db 361 >Oo>>noeoOmnoennen>>0>on>eam&oo»mO>ﬂ>een>n>>noonenoeomenn>no 420
Qy 421 mmnnonnwnmmomowamoomomomowommnwmomnomoomomononomoooamounmoma 480
FLELVLEE T et b e v ety [NARNRRRRENREAnN
Db 421 >QeoOOe>e»>o>0>O>00$DQnoO>O>>O>OOOHO>0OQOOOOO%OQOOOH>OQO>O>Q 480
Qy 481 noomw0ﬁnnmoownnmmnmnnonoﬁnﬁoomﬁnmoonmonwwnonoaonmmomoommnnmo 540
Vi SN NNRNNRRNRRARRE RN FETEEELLI e bt
Db 481 OOO}OoeOObonaeOmveOnﬂneOqOe00>en>OOOnOO>$OOOOHOO>>O>OOO>OH>O 540
Qy 541 oommmooomomommﬁﬁnommomnowocnnoomoommeo@mmomooooommmnoamnnmoo 600
11 FEVEbLIed FLLCEY IR e ettt
Db 541 nO>Qnonomn>O>meeeOm>OmeoenneHnO>OO>oenmbno>nooon>>menonoo>ao 600
Qy 601 nmmmn@nmﬁﬁcnmoﬁmmmOﬁomm@mmmonowmnnoonmmmnnonmmmowomn@nonomno 660
FLLCREREI L et i et RSN NRRRRARRRANY!
Db 601 qmo>0meweeoowoen>>0aow>m>>>neoH»Oﬁmoo>>>eemo>>>m>n>emonoo>en 660
Qy 661 nmmmﬁommmmnmmﬁmmonoomoonnonommmmmmonmnnmﬁnnmooonmmmoonmnnnmn 720
FVCREEEEELE T e e i) [ARARRNERE! IARRRRAR
Db 661 O§Q>HO$>OOGO;eO>OOOO>nOenoeObnnnynnaoeewennonnon>enoﬁemena>0 720
Qy 721 wmmmmwwnnommowoannmomomooﬂmmnmmmaoomnmoonommnnanNQOﬁmmmonmn 780
FEVELETELC b b T i e et v v e [EAARAN
Db 721 AAARAAGCTGAGCACGTCACGGAGGTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGT 780
Qy 781 ammﬂmommnmwmmmmowomnmooooonoonmmnomﬁﬁﬁomﬁnommmnmom@omommommo 840
FELRTEVE et FULERELELEECT e e ettt i
Db 781 mbbee0>>no>oQQ>O>mweemnnOnenoe>oeObeeeOweeno>oe>o>omno>>0>nn 840
Qy 841 nmnmonommnmnmnm@mmmmwnoomnnmomaommmmommmoﬁmnwnﬁmanmonnnmnmmo 900
FEVEELLTVE T b e LELEEEEererieirnen |
Db 841 OPHQOOO>ne>ene>0w>0>%OnO>e0»0>00>>Q>O>O>®HQGQOHOQH>ODHawembn 500
Qy 901 nnwooonmmmnnmoomnﬁmmmnnomnamommnonﬁmnmommwnﬂowﬁmnmﬁmmommomon 360
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JSREENNNY] FIVIETEH FELETVLVELT L IV LRt
CCACCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGT 960

tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat 1020
FETETVTETET R Y P et e i b et b e e i et erernd
TGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGAT 1020

gggcaagtcctgggccgacgctgetttgaggeccggatectgtgettgeccaggaagagac 1080
[REERRRAR! [AERRARARN FEELVELR e tererererrnel
GGGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGAC 1080

aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt 1140
PEVRREVTETREar b VELELALLEI I R TEEEEETN
AGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGT 1140

gatggtacgaagcgcccgtttegtcagaacacacatggtatccagatgacatccatcaag 1200

REENNNNY ELLIVE LT ELE LT ELELELELELR T [EERNEAEY
GATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGACATCCATCAAG 1200

aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat 1260
RN REAN LEELRLRELET R et e bbb bbb et
AAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTAT 1260

gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacaca 1320
LEELE RERERRARE PRERRLEEE ettt
GAAATGCTGTTGAAGATCAAAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACACA 1320

attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376
FEELRELD EENRA AN RANNARNRERERE] [ARANERRENANAREREY]
ATTGAAACGTACAGGCAACAGCAACAGCAGCAGCACCAGCACTTACTTCAGAAACA 1376

AX009538 4846 bp DNA PAT 06-SEP-2000

DEFINITION Sequence 2 from Patent W09961610.

Db 901
Qy 961
Db 961
oy 1021
Db 1021
oy 1081
Db 1081
Qy 1141
Db 1141
Qy 1201
Db 1201
oy 1261
Db 1261
oy 1321
Db 1321
RESULT
AX009538
LOCUS
ACCESSION
VERSION
KEYWORDS
SOURCE

AX009538
AX009538.1 GI:9996812

synthetic construct.

ORGANISM synthetic construct

artificial sequence.

REFERENCE 1 (bases 1 to 4846)
AUTHORS Bamberger,C., Paul,D., Augustin,M. and Schmale,H.
TITLE Tumour suppressor genes of the p53 family
JOURNAL Patent: WO 9961610-A 2 02-DEC-1999;
BAMBERGER CASIMIR (DE); PAUL DIETER (DE); AUGUSTIN MARTIN (DE);
SCHMALE HARTWIG (DE); FRAUNHOFER GES FORSCHUNG (DE)
FEATURES Location/Qualifiers
source 1. .4846
/organism="synthetic construct”
/db_xref="taxon:32630"
/note="humane KET-"
BASE COUNT " 1372 a 1077 ¢ 990 g 1406 t 1 others
ORIGIN
Query Match 48.4%; Score 1364; DB 9; Length 4846;
Best Local Similarity 99.9%; Pred. No. 0;
Matches 1375; Conservative 0; Mismatches 0; Indels 1; Gaps 1;
Qy 2 cgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccacecta 61
FLLURSLRELETEL R L b r e bbb b b i b bre e b et
Db 1 CGTTGATATCAAAGACAGTTGAAGGAAATGAATTTTGAAACTTCACGGTGTGCCACCCTA 60
Qy 62 cagtactgccctgacccttacatccagegtttcecgtagaaa-cccagetcatttetettgg 120
FOEVE L TR e T et Ler ey by
Db 61 CAGTACTGCCCTGACCCTTACATCCAGCGTTTCGTAGAAACCCCAGCTCATTTCTCTTGG 120
Qy 121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattectcagt 180
AN RN RN R RN R N RSN R RN N AR RN A RN RN ARREARARAED
Db 121 AAAGAAAGTTATTACCGATCCACCATGTCCCAGAGCACACAGACAAATGAATTCCTCAGT 180

Qy
Db
oy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

us-09-670-568b-2.rge

181
181
241
241
301
301
361
361
421

481
481
541
541
601
601
661
661
721
721
781
781
841
841
901
901
961
961
1021
1021
1081
1081
1141
1141
1201
1201

1261

Page 7

ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcagece 240

CLELELETEL e eyl FECVELELELET R iy
CCAGAGGTTTTCCAGCATATCTGGGATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCC 240

attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
PEREPEVEE R et [SRARRRAAN [RERRRRRERR
ATTGACTTGAACTTTGTGGATGAACCATCAGAAGATGGTGCGACAAACAAGATTGAGATT 300

agcatggactgtatccgcatgcaggactcggacctgagtgaccecatgtggccacagtac 360
[ARARRAR! [REEARAN
AGCATGGACTGTATCCGCATGCAGGACTCGGACCTGAGTGACCCCATGTGGCCACAGTAC 360

acgaacctggggctcctgaacagcatggaccagcagattcagaacggctecctegtccace 420

ACGAACCTGGGGCTCCTGAACAGCATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACC 420

agtccctataacacagaccacgcgcagaacagcgtcacggcgecctcgecctacgcacag 480
FEVELETETEE eV ey e e e e e e ey ey e rint
AGTCCCTATAACACAGACCACGCGCAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAG 480

cccagcetcecaccttegatgetetectetecatcaccecgecateccectecaacaccgactac 540

JEVELLEEIEL | PELELELEET LR L TR e ren
CCCAGCTCCACCTTCGATGCTCTCTCTCCATCACCCGCCATCCCCTCCAACACCGACTAC 540

ccaggcccgcacagtttcgacgtgtecttccagecagtegagcaccgecaagteggecace 600
PEVRRETEEE et e e e b ey bt e ey e e vl
CCAGGCCCGCACAGTTTCGACGTGTCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACC 600

tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccate 660

LRI ALEEET SRRy AR RNNY [RENNRNNNNY!
TGGACGTATTCCACTGAACTGAAGAAACTCTACTGCCAAATTGCAAAGACATGCCCCATC 660

cagatcaaggtgatgaccccacctcctcagggagctgttatccgegecatgectgtctac 720

PUOLETLE LR b e et b e bttt
CAGATCAAGGTGATGACCCCACCTCCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTAC 720

aaaaaagctgagcacgtcacggaggtggtgaagcggtgccccaaccatgagetgageegt 780
POVCRETER et r ey e e e b e e bbb er et v e ety esrenid
AAAAAAGCTGAGCACGTCACGGAGGTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGT 780

gaattcaacgagggacagattgcccctcectagtcatttgattcgagtagaggggaacage 840

FETELLEELLTELEET L] FCTEEELRET TR s LR e e e el
GAATTCAACGAGGGACAGATTGCCCCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGC 840

catgcccagtatgtagaagatcccatcacaggaagacagagtgtgectggtaccttatgag 900
PEECLELETTEETErE | PEEELRTER et ety ererernrentd
CATGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAG 900

ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt 960
POVERETETETE e e e e e e bbb e e e eiiin
CCACCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGT 960

tgtgttggagggatgaaccgccgtccaattttaatcattgttactetggaaaccagagat 1020

SENRRNY! FELEELn PEELELER L et LTI
TGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGAT 1020

gggcaagtcctgggecgacgetgetttgaggeceggatetgtgettgeccaggaagagac 1080

FELTEELLREE LR e L bbb POVETERLET LN LT
GGGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGAC 1080

aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt 1140
PEEREEEEE e bt e e e e e e e b et ee et
AGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGT 1140

gatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaag 1200

FPELERETERE e e ey e e e e e b b e e e ey e et erent
GATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGACATCCATCAAG 1200

aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat 1260

FLELELELELELNLL L] PELEIVTEERL RO L e
AAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTAT 1260

gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcectcagcacaca 1320
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I PEVVLLELERRL L il FEELECLEIE ety Il
Db 1261 GAAATGCTGTTGAAGATCAAAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACACA 1320

Qy 1321 mﬁﬁmmmmnoﬁwomm@ommowoommomaowmommowoomcomonnmoﬁwommmmmnm 1376
[RARER RN NN NN RN RN RN RN A AN
Db 1321 ATTGAAACGTACAGGCAACAGCAACAGCAGCAGCACCAGCACTTACTTCAGAAACA 1376

RESULT 6
HSA16961
LOCUS HSA16961 4849 bp mMRNA PRI 03-DEC-1998
DEFINITION Homo sapiens mRNA for KET protein.
ACCESSION Y16961
VERSION Y16961.1 GI:3970716
KEYWORDS KET gene; KET protein.
SOURCE human.
ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 4849)

AUTHORS Schmale, H.
TITLE Direct Submission
JOURNAL Submitted (24-MAR-1998) H. Schmale, Institut f. Zellbiochemie und,

Klinische Neurobiolgie, Universiaetskrankenhaus Eppendorf,
Martinistrasse 52, D-20246 Hamburg, FRG
REFERENCE 2 (bases 1 to 4849)

AUTHORS Augustin,M., Bamberger,C., Paul,D. and Schmale,H.
TITLE Cloning and chromosomal mapping of the human p53-related KET gene
to chromosome 3q27 and its murine homolog Ket to mouse chromosome
16
JOURNAL Mamm. Genome 9 (11), 899-902 (1998)
MEDLINE 99018225 .
FEATURES Location/Qualifiers
source 1. .4849
/organism="Homo sapiens”
/db_xref="taxon:9606"
/chromosome="3"
/dev_stage="adult"
/tissue_type="skeletal muscle and keratinocyte culture®
/map="3q27"
gene 28. .2070
/gene="KET"
CDS 28. .2070
/gene="KET"
/codon_start=1
/product="KET protein"
/protein_id="CAA76562.1"
/db_xref="GI1:3970717"
\ﬁﬁmamwmﬁwo=l:szmemzn>eho<ouov&Howm<memhmmmzxmmxnmmazwome
oezmmvmwm<momszﬁhmovHOm<OvHObZM<UmvaUO>HszMHmZUOHmZOUmU
rmcv32v0<ezrothmZUooHoznmmmemvxzevm>ozm<evvmv<>ovmmemo>rm
vmm>HvwzeU<vnvmmw0<mmoommebxm>eze&memr%wH~OOH>ﬂH0mHOHx<ZHv
vv00><Hwbxv<<NN>mm<ém<<xw0vzmmvmmmmzmmoHbvvmmwa<mnzmm>o<<
mchenz0m<r<v<mmmo<memmae<F<ZmZOzmmo<mm:zwwMHbHH<ermawcmo<
rnwznmmwNHn>oanUmN>cm0mHmw00<m0mex2®cmexwvﬂwozemoHOZemHxx
wnmv0umrr<rw<mnwme<mzrrxHNMmbezowrmomaHMH&NOOOOOO:O:FBONO
emHOmvmm<mzmmﬁ@bzxzzmxzxrum<morHzvoowZPreveHHMOOZO>ZHmZEne
HMPMAGDMNGLSPTQALPPPLSMPSTSQCTPPPPYPTDCSIVSFLARLGCSSCLDYFT
TQGLTTIYQIEHY SMDDLASLKIPEQFRHATIWKGILDHROLHEFSSPSHLLRTPSSAS
TVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDFNFDMDARRNKQQRIKEEGE"
BASE COUNT 1377 a 1076 ¢ 988 g 1407 t 1 others
ORIGIN
Query Match 48.4%; Score 1364; DB 92; Length 4849;
Best Local Similarity 99.9%; Pred. No. 0;
Matches 1375; Conservative 0; Mismatches 0; Indels 1l; Gaps 1;
Qy 2 omﬁnmwﬁmnnmmm@mnmmnnmmmmammmnommnnﬂnmmmmOﬁmnmommﬂmﬁﬂonmoonnm 61
FEVEL [NARNNERR FLATTELE) FEEEEVTRErEtneeinel
Db 1 CGTTGATATCAAAGACAGTTGAAGGAAATGAATTTTGAAACTTCACGGTGTGCCACCCTA 60

Qy 62 nmmﬁmonaononomononnmomnonmmomﬁdnomnwmwmm-ooommnﬁomﬁwwownnnmo 120

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db
Qy
Db
Qy
Db

Qy

us-09-670-568b-2.rge

61
121
121

181

241
241
301
301
361
361
421
421
481
481
541
541
601
601
661
661

721
781
781
841
841
901
901
961
961
1021
1021
1081
1081
1141

PELTELELEE L LT L LT g
CAGTACTGCCCTGACCCTTACATCCAGCGTTTCGTAGAAACCCCAGCTCATTTCTCTTGG

aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattectcagt

FVCLEEEL RO LR TR T e e e
AAAGAAAGTTATTACCGATCCACCATGTCCCAGAGCACACAGACAAATGAATTCCTCAGT

ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcagece

FECELLEREREeer g FEVEELRLEELEL ety
CCAGAGGTTTTCCAGCATATCTGGGATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCC

attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt
FPLELTEELErter et PLECVELEREP TRt ey bttt
ATTGACTTGAACTTTGTGGATGAACCATCAGAAGATGGTGCGACAAACAAGATTGAGATT

manmn@mmonmﬂmﬁnooomﬁmommomanommmonnmmonomonoomnnnmoonmnmaﬁmo
FEETEEL LRt b b e e ke i [ARERANRRERAR!
AGCATGGACTGTATCCGCATGCAGGACTCGGACCTGAGTGACCCCATGTGGCCACAGTAC

mnommooﬁomamOﬁOOﬁQWmnmmomnommoomonmomnﬂommmmOQQOﬁnonooﬁoowno

PELETELTEL IR T e ety |
ACGAACCTGGGGCTCCTGAACAGCATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACC

mmﬁOQOﬂmﬁmmomommmnnmomooomommnmmomnomowmomnonﬁomoonmmoonmowm

FELRCVTREIELennt) PEETERLETETRCN R R i L v el
AGTCCCTATAACACAGACCACGCGCAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAG

onommonoomnonmnmmamonoaowoanownomnooonomnnnonﬁoommomonomOﬁmo

FECRETLLERUTEL T L LT LT L e e
CCCAGCTCCACCTTCGATGCTCTCTCTCCATCACCCGCCATCCCCTCCAACACCGACTAC

ccaggcccgcacagtttegacgtgtecttccageagtegagcacegecaagteggecace
FEECRELET LRt er ettt PREEEErereretrererrrenet
CCAGGCCCGCACAGTTTCGACGTGTCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACC

ﬁmemocﬂmnnoomonmmwonommmmwmOnonmonmnommmnnmommmmmnmnmnooomﬁn
ELVELERERE P e b bt iy e e et b vttt
TGGACGTATTCCACTGAACTGAAGAAACTCTACTGCCAAATTGCAAAGACATGCCCCATC

omwmﬁommmoﬁqmnmmoooomOOﬂnonommmmmmonmﬁnmﬁOO@O@OOmnoooﬁwnnnmn
FELVLRELEN e eyl FEELTER R et ety
CAGATCAAGGTGATGACCCCACCTCCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTAC

aaaaaagctgagcacgtcacggaggtggtgaageggtgecccaaccatgagctgageegt
PELEEVERERETEE TR e e h g LRV it
AAAAAAGCTGAGCACGTCACGGAGGTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGT

ommnﬁommoemomowomamﬁﬁooooonnonw@ﬁomﬁﬂﬁomnﬁomwmnmomomommmnmon
AN RANARANAR LLELENT PEVLREPUE LRIV Ly
GAATTCAACGAGGGACAGATTGCCCCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGC

omﬂoooommnmmonmommmmﬁnoomﬁnmommmmmomnmomonanQOﬁ@anwonnﬁmﬁomo
FEELEEErererene [ANERARER! FERRRRELERE e et
CATGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAG

ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacageagt

Il PEELREECELLER i e bbb ity
CCACCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGT

ﬁonmnnm@wmmmmﬁmmmoomooononmmﬁwﬁﬁmmnomnnonnwnnonommmmnommmomn
I [RREREAR [RERRAREA PELEEEE R ettt
TGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGAT

gggcaagtcctgggccgacgetgetttgaggeccggatctgtgcttgeccaggaagagac
FVCEETERE e e e e e bbb e b e e et
GGGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGAC

wammm@mnmomﬁmmmomnmmomnnmmmmmmomoommmﬁﬁﬂommwnmmnmommm@mmommﬁ
NN NN NN NN R A RN RN R R RN A RN AN
AGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGT

wwnmmﬁmomwwonononmnﬁnoonowammomnmnwnomnmmonmownmmownoomﬁomwm
R NN RN A NN R R R RN RN R RN R RN AR RN R AR NI RN AN

Page 8

120
180
180
240
240
300
300
360
360
420
420
480
480
540
540
600
600
660
660
720
720
780
780
840
840
900
900
960
960
1020
1020
1080
1080
1140
1140

1200



* Wed Aug 8 08:03:27 2001

Db 1141
Qy 1201
Db 1201

Qy 1261
Db 1261

Qy 1321

GATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGACATCCATCAAG 1200

aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat 1260
(ARREARA FELEEETEREE Tt r e e s e ek e b e e
AAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTAT 1260

gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcctcagcacaca 1320

[RENNNY] LI ARRNNNLY VEVEEEIe |
GAAATGCTGTTGAAGATCAAAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACACA 1320

attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376
TLVLETERE R e e b bt b e e b e el

Db 1321 ATTGAAACGTACAGGCAACAGCAACAGCAGCAGCACCAGCACTTACTTCAGAAACA 1376
RESULT 7
AF075428
LOCUS AF075428 1347 bp MRNA PRI 04-0CT-1998
DEFINITION Homo sapiens TA p63 gamma mRNA, complete cds.
ACCESSION AF075428
VERSION AF075428.1 GI:3695077
KEYWORDS .
SOURCE human .
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata:; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 1347)
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V.,
Andrews,N.C., Caput,D. and McKeon, F.
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities
JOURNAL Mol. Cell 2 (3), 305-316 (1998)
MEDLINE 98448095
REFERENCE 2 (bases 1 to 1347)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F.
TITLE Direct Submission
JOURNAL Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers
source 1. .1347
/organism="Homo sapiens"
/db_xref="taxon:9606"
/chromosome="3"
/map="3927-gq29"
CDS 1. .1347
/function="transcription factor"
/note="first splice variant; related to p53 and p73"
/codon_start=1
/product="TA p63 gamma”
/protein_id="AAC62633.1" ’
/db_xref="G1:3695078"
/translation="MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSED
GATNKIEISMDCIRMODSDLSDPMWPQY TNLGLLNSMDOQIQNGSSSTSPYNTDHAQN
SVTAPSPYAQPSSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELK
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG
TKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHT
IETYRQQQQOOQHQHLLOKHLLSACFRNELVEPRRETPKQSDVFFRHSKPPNRSVYP"
BASE COUNT 374 a 381 ¢ 317 g 275 t
ORIGIN
Query Match 47.8%; Score 1347; DB 88; Length 1347;
Best Local Similarity 100.0%; Pred. No. 0O;
Matches 1347; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;
Qy 145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatctgg 204

Db 1
oy 205
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GATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA

ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag
ThEELE ANARARE [LERNRENE! [EREARNE] [LNANRREARN
CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG

gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacagce

FELELEERLL P R R i e e e i i
GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC

atggaccagcagattcagaacggctcctegtccaccagtecctataacacagaccacgeg

PEVEREEEL L LR E O L eyt
ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG

cagaacagcgtcacggcgccectegecctacgcacageccagcteccaccttegatgetete
PELEEE Lty bt e e b et et i e bt vt i
CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC

tcteccatcaccegecatecectecaacaccgactacccaggcecgcacagtttegacgtg

FELETELETE P P P L T YT
TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG

tccttecagcagtegageacegccaagteggecacctggacgtattecactgaactgaag
AEASANAN [IRARERR!
TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG

aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct

[RERy FLEETTT [ENENNNy! [YRENAR [ERAENRNN
AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT

cctcagggagctgttatccgegecatgectgtctacaaaaaagctgagcacgtcacggag
[RERARY EANEREREY PErerrreeerrrerererereerereitdirerenel
CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG

gtggtgaagcggtgecccaaccatgagectgagecgtgaattcaacgagggacagattgee
[IRERRR PECPEEEE RV I bRt b b b b et e er ey e ey
GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC

cctcecctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatecee
[EERERR PEDVEEEN ety ittt ey vt b e et el
CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC

atcacaggaagacagagtgtgctggtaccttatgagccaccecaggttggcactgaatte

[BERENY FEEPEPERE e e ey eyl TEVLITTIL )
ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC

acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeegt

PELELEVCIEL R e i i ey e e by L e e e e iy e ey
ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT

ccaattttaatcattgttactctggaaaccagagatgggcaagtcetgggeegacgetge

L VLT ILTEELLL
CCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGC

tttgaggcccggatctgtgettgeccaggaagagacaggaaggcggatgaagatageate

TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC

agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcecgtttegt
PECELRTE LR C e ety b ey e e v b e e e e el
AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT

cagaacacacatggtatccagatgacatccatcaagaaacgaagatccecccagatgatgaa
PELVERET TR e e e e bbb PLEELEEErentl
CAGAACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAA

ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag
LR REEARARRENRANN PEEETEIR et TREELVETTTELE
CTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAG

tcecctggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa

PLLLLELErtrtrenentl PELLLETEY iy retel LRIVt
TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA
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’ PEEERETER TR e tr e e e i ey e et e ettt
Qy 1345 cagcagcagcaccagcacttacttcagaaacatctcctttcagectgettcaggaatgag 1404 Db 61 GATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA 120
FELETETLEERrerirreringt FEEETERLRE N e e ey ety
Db 1201 CAGCAGCAGCACCAGCACTTACTTCAGAAACATCTCCTTTCAGCCTGCTTCAGGAATGAG 1260 Qy 265 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 324
PRt e e e et e e e e e e e e e e e e e et
Qy 1405 cttgtggagccccggagagaaactccaaaacaatctgacgtettetttagacattccaag 1464 Db 121 CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG 180
PEVERERREV RV eyt TEVELELELEL e
Db 1261 CTTGTGGAGCCCCGGAGAGAAACTCCAAAACAATCTGACGTCTTCTTTAGACATTCCAAG 1320 Qy 325 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 384
LR e e e r e r e r e e e e ey e e e et
Qy 1465 cccccaaaccgatcagtgtacccatag 1491 Db 181 GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 240
PEVEREER LTt renteneinny
Db 1321 CCCCCAAACCGATCAGTGTACCCATAG 1347 Qy 385 atggaccagcagattcagaacggctcctcgtccaccagtccctataacacagaccacgeg 444
. PRRERETR LR ettt et et v et en et
Db 241 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 300
RESULT 8
AF075432 Qy 445 cagaacagcgtcacggcgecctegecctacgcacagceccagcetccaccttegatgetete 504
LOCUS AF075432 1551 bp MRNA PRI 04-0CT-1998 FEEVEEEEE T E R ey ety
DEFINITION Homo sapiens TA p63 beta mRNA, complete cds. Db 301 CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC 360
ACCESSION AF(075432
VERSION AF075432.1 GI:3695085 Qy 505 tctccatcacccgecatceccteccaacaccgactacccaggcccgcacagtttcgacgtg 564
KEYWORDS . (IRERRA PIELELEI ARENANE [IXENEREE [ANARARAR! |
SOURCE human . Db 361 TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG 420
ORGANISM Homo sapiens 3
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Qy 565 tccttccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaag 624
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. [EENRA TECECELEEE e et e e e et e e e e eyttt
REFERENCE 1 (bases 1 to 1551) Db 421 TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG 480
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V.,
Andrews,N.C., Caput,D. and McKeon,F. Qy 625 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgacceccacct 684
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with PEVCLELELEREL e et b bty e ey e ey et rverrvryrenerent
transactivating, death-inducing, and dominant-negative activities Db 481 AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT 540
JOURNAL Mol. Cell 2 (3), 305-316 (1998)
MEDLINE 98448095 Qy 685 cctcagggagctgttatcegegecatgcectgtctacaaaaaagctgagcacgtcacggag 744
REFERENCE 2 (bases 1 to 1551) PEREPCEELER e et bt bttt eb e et ekttt
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F. Db 541 CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG 600
TITLE Direct Submission
JOURNAL Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240 Qy 745 gtggtgaagcggtgccccaaccatgagectgagecgtgaattcaacgagggacagattgee 804
Longwood Ave, Boston, MA 02115, USA . PEEERERELERERE e e bbb be ey ey e e bty et
FEATURES Location/Qualifiers Db 601 GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 660
source 1. .1551
/organism="Homo sapiens” Qy 805 cctcctagtcatttgattcgagtagaggggaacagcecatgeccagtatgtagaagatcce 864
/db_xref="taxon:9606" ’ FEELREEERI Rty e et e e bt eyt [RARRERNRNNN
/chromosome="3" Db 661 CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 720
/map="3q27-q29" .
CbSs 1. .1551 : Qy 865 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 924
/function="transcription factor" TEEELELE RN |
/note="fifth splice variant; related to p53 and p73" bb 721 ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 780
/codon_start=1 ’
/product="TA p63 beta" ’ Qy 925 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt 984
/protein_id="AAC62637.1" ERRSRANEREERRERENY] [RERERRNRR [AEERANARNNEN
/db_xref="GI:3695086" Db 781 ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT B840
/translation="MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSED
GATNKIEISMDCIRMQDSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQON Qy 985 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge 1044
SVTAPSPYAQPSSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELK NERERA| ARAERRRRE] RERRRARER (NERARRRER] (RERARRRA |
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ Db 841 CCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGC 900
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG Qy 1045 tttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatce 1104
TKRPFRQNTHGIQMTSIKKRRSPDDELLY LPVRGRETYEMLLK IKESLELMQY LPQHT PEECREREECEE et e bbb e e e e et FELELEY LTl
IETYRQQQOQOHQHLLOKQTSIQSPSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNA Db 901 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 960
LTPTTIPDGMGANIPMMGTHMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDC . .
SIVRIWQV" Qy 1105 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgeccgtttegt 1164
BASE COUNT 425 a 466 ¢ 350 ¢ 310 t FERERRCREREE ettty FTELELETERIT TRyttt
ORIGIN Db 361 AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT 1020
Qy 1165 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1224
Query Match 43.8%; Score 1232; DB 88; Length 1551; [AERRRRER!
Best Local Similarity 100.0%; Pred. No. 1.6e-289; Db 1021 CAGAACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAA 1080
Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy 1225 ctgttatacttaccagtgaggggccgtgagacttatgaaatgectgttgaagatcaaagag 1284
Qy 145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagecatatctgg 204 [RERARAERERARRRRRARERE
RN ERRN (NERERRRR R R R AR R R ARRR RN ERE]] (HERERRERR! Db 1081 CTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAG 1140
Db 1 ATGTCCCAGAGCACACAGACAAATGAATTCCTCAGTCCAGAGGTTTTCCAGCATATCTGG 60 .
Qy 1285 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1344
Qy 205 gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa 264 PELREROR TR T e et et e e ety e b e e et
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Db 1141 TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA 1200 Db 121 CCATCAGAAGATGGTGCGACAAACAAGATTGAGATTAGCATGGACTGTATCCGCATGCAG 180
Qy 1345 cagcagcagcaccagcacttacttcagaaaca 1376 Qy 325 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggetcctgaacage 384
TEEVERVREL I tnrennl FEEELETY FEULELEI PCPELETRLEr e ettt [NERRRANRNA
Db 1201 CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1232 Db 181 GACTCGGACCTGAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGC 240
-Qy 385 atggaccagcagattcagaacggctcctecgtccaccagtcectataacacagaccacgeg 444
RESULT 9 : [ERRRARE PEEVRTETETR T E e e et e bt ettt
AF075430 Db 241 ATGGACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCG 300
LOCUS AF075430 1926 bp mMRNA PRI 04-0CT-1998 ’
DEFINITION Homo sapiens TA p63 alpha mRNA, complete cds. Qy 445 cagaacagcgtcacggcgcectecgcectacgecacageccagcetecaccttegatgetete 504
ACCESSION  AF075430 RN AN R NN NN RN AR RN AR AN N R AN A RN RN AR AR R EEE)
VERSION AF075430.1 GI:3695081 Db 301 CAGAACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTC 360
KEYWORDS
SOURCE human . Qy 505 tctccatcacccgcecatcccctecaacaccgactaccecaggcecegecacagtttcgacgtg 564
ORGANISM Homo sapiens LEELETEI TEEEEERE et e i ey e ey b b e e ey be eyl
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Db 361 TCTCCATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTG 420
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. ’
REFERENCE 1 (bases 1 to 1926) Qy 565 tccttccagcagtcgagcaccgccaagteggecacctggacgtatteccactgaactgaag 624
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V., FEETELHI TEOVEEEEEr et e et e e r e e e e er e eyl
Andrews,N.C., Caput,D. and McKeon, F. Db 421 TCCTTCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAG 480
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities Qy 625 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct 684
JOURNAL  Mol. Cell 2 (3), 305-316 (1998) [ARRERR [ARARANA [ARARNRRAN (AEREANN] PRI
MEDLINE 98448095 Db 481 AAACTCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCT 540
REFERENCE 2 (bases 1 to 1926)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F. Qy 685 cctcagggagctgttatcegegecatgectgtctacaaaaaagctgagcacgtcacggag 744
TITLE Direct Submission TRELEET VR R e b b e b ety bbb by er et eyl
JOURNAL Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240 Db 541 CCTCAGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAG 600
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers Qy 745 gtggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgec 804
source 1. .1926 FOLVEETE e b e e b e bbb e e e e e e e eyt
/organism="Homo sapiens" Db 601 GTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCC 660
/db_xref="taxon:9606" ’
/chromosome="3" Qy 805 cctcectagtcatttgattcgagtagaggggaacagecatgeccagtatgtagaagatcee 864
/map="3927-q29" . VERCEET TR et it bt e bt e by e e e e ey e rend
CcDs 1. .1926 Db 661 CCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCC 720
/function="transcription factor" .
/note="third splice variant; related to pS53 and p73" Qy 865 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggecactgaatte 924
/codon_start=1 POVEREV VR E e bbb e b e e e e ey e bbbt
/product="TA p63 alpha"” Db 721 ATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTC 780
/protein_id="AAC62635.1"
/db_xref="GI:3695082" Qy 925 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgt 984
/translation="MSQSTQTNEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSED PEVELEREVER ety b b b et r e e et e e e ey et it
GATNKIEISMDCIRMQDSDLSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQN Db 781 ACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGT 840
SVTAPSPYAQPSSTFDALSPSPATPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELK
KLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQ Qy 985 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetge 1044
IAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGG POLERETEPER e v v b e by et e TELEELEnt
MNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKNGDG Db 841 CCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGC 900
TKRPFRONTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHT
IETYROQQQQQHQHLLOKQTSIQSPSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNA Qy 1045 tttgaggcccggatctgtgcttgecccaggaagagacaggaaggcggatgaagatagcate 1104
LTPTTIPDGMGANIPMMGTHMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDC PECCTETEER e e et e ererrr eyl [ENRRARNANN
SIVSFLARLGCSSCLDYFTTQGLTTIYQIEHYSMDDLASLKIPEQFRHAIWKGILDHR Db 901 TTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATC 960
QLHEFSSPSHLLRTPSSASTVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDFNF
DMDARRNKQQRIKEEGE" Qy 1105 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgccegtttegt 1164
BASE COUNT 509 a 574 ¢ 444 g 399 t [ARARARE [EAEARAR! [AERARRA PEETETT FEELELTIT

ORIGIN Db 961 AGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGT 1020

Qy 1165 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1224

Query Match 43.8%; Score 1232; DB 88; Length 1926; RN TRCVEEET et eyt e e e e e e e ber e
Best Local Similarity 100.0%; Pred. No. 1.6e-289; Db 1021 CAGAACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAA 1080
Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy 1225 ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag 1284
Qy 145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttecagcatatctgg 204 PEEETELEREr eyt ererendninnl FEREREYTER TRl

RN AR AN RN R RN AR ARRERENY RN RN RN Db 1081 CTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAG 1140
Db 1 ATGTCCCAGAGCACACAGACAAATGAATTCCTCAGTCCAGAGGTTTTCCAGCATATCTGG 60

Qy 1285 tccectggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa 1344

Qy 205 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 264 FECERETEE e et e e bt b e e e b e e ety ey
(AREARRNRRRRARNNRRER IR e e e e Pb 1141 TCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAA 1200

Db 61 GATTTTCTGGAACAGCCTATATGTTCAGTTCAGCCCATTGACTTGAACTTTGTGGATGAA 120

Qy 1345 cagcagcagcaccagcacttacttcagaaaca 1376
Qy 265 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 324 FEEsrererererserrreresrererererd
[ARRRRRN] [RARRRRERE] [ARRRRENE! [ARARRARE! [ARRRRRAN Db 1201 CAGCAGCAGCACCAGCACTTACTTCAGAAACA 1232
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Qy 328 nnmmmnowmmmnmmoooomﬁmnmmnnmnmmnmomomwwoonmmconﬁonﬁommommnmnm 387
RESULT 10 P T e T i e i b i e
AF075434 Db 301 e0>o>ooe0>oe0>000OwemeooOn>Ownew0>oo>>Ooeonomoaonem>>n>ooyao 360
LOCUS AF075434 1452 bp mRNA ROD 04-0CT-1998
DEFINITION Mus musculus TA*p63 gamma mRNA, complete cds. i Qy 388 mmoommommwnnnmmwmnmmnnnnnnmnoomonmoﬁooonmnwwnmnmmwnnmomnmomm 447
ACCESSION  AF075434 FELTETETE LR b b b ettt cerrr e et ey
VERSION AF075434.1 GI:3695089 Db 361 o>00>mnbmweeo»o>>nomneooenne00>OO>OO000&>O>>0?0>0>00»000bn?0 420
KEYWORDS
SOURCE house mouse. Qy 448 aacagcgtcacggcgecectegecctacgcacageccagetecaccttegatgetetetet 507
ORGANISM Mus musculus PEELEEE FEETEDL e it e e et vl treeen
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Db 421 bbewmnmeownmonoooneno00oe>emn>n>mooO>OO&OO>OOHHHQ>HOOOanaOe 480
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus. .
REFERENCE 1 (bases 1 to 1452) Qy 508 nomnomnnnmnomnnooonoommomnommoﬂwnnnmmmooomnmomannnnmmomdonon 567
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V., PUVUL T LV CEERERER e b bbb TR ener trint et
Andrews,N.C., Caput,D. and McKeon,F. Db 481 CCATCCCCTGCCATTCCCTCCAACACAGATTACCCGGGCCCACACAGCTTCGATGTGTCC 540
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities Qy 568 ttccagcagtcgagcaccgecaagteggecacctggacgtattecactgaactgaagaaa 627
JOURNAL ~ Mol. Cell 2 (3), 305-316 (1998) VELETULERE Ve Tereein v PERREREEEEE Lt
MEDLINE 98448095 Db 541 eeoo>oo>oeo>>nowoeono>>OeO>O00>OOeQQ>Ooe>eeon>oomw>neo>>ﬂ>>o 600
REFERENCE 2 (bases 1 to 1452)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F. Qy 628 ctctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacctect 687
‘TITLE Direct Submission FEATEETEEE Pt i bbb e i e vt iy ey
JOURNAL Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240 Db 601 oeme>neonn>nweamonw>mbn>aOoonn>enn>o>ao9>OOHO>HO>OOOO>OOOOO> 660
Longwood Ave, Boston, MA 02115, USA .
FEATURES Location/Qualifiers Qy 688 om&mwwoowonnmnoomoooomnmonn@nnnmommmmwmmoﬁmmoomomnomommwomnm 747
source 1. .1452 LEEE TRV ELELErEr et TELEE 1)
/organism="Mus musculus"” Db 661 nbmoonmoeoee>eoomemoo>e00040e0e>n>>m>>>moeo>oo>e0e0>noo>ooae 720
/db_xrefe="taxon:10090"
/chromosome="16" Qy 748 mnmmm@omwnmonnommoomnmm@anmmonn@nmmmﬂnnmmn@mommmomumnnooonOﬂ 807
CDs 1. .1452 - FECRE AT 0T Pttt IBARAN IEARARR 1l
\m::OﬁwD=n=nHm:mnHHvﬂwon factor" Db 721 nen>w>no>anoone>>0OPHmeOeQwoOooan>neeo>>eo>o®o>0>o>eemnoone 780
/note="first splice variant; related to p53 and p73" : '
/codon_start=1 Qy 808 oowmoﬂomﬁﬁﬁwmnnomwmnmmmmmmmmwommoomnmonommﬁwﬂcnmomwmmnoonmﬁn 867
/product="TA*p63 gamma" POELEEEE Tt [EARRR PEPTUEVTURCT eyt 11
/protein_id="AAC62639.1" Db 781 CCCAGTCATCTGATTCGAGTAGAAGGGAACAGCCATGCCCAGTATGTAGAAGATCCTATC 840
/db_xref="GI1:3695090"
\wnm:mwmﬁwOsl=zzwmemwo>ero~nmcv&HoxmHmem>=mmzxmm<mwmw2mowe . Qy 868 momwmmm@mowammdmnmnnm@nmannnmnmwmoomonnnmmonnmmnmnnommﬁﬁomn@ 927
oammwrmvm<womHtomrMOUHOm<OvHmrzw<omvmmzm>e2meHmZUOHNZOUmU ARRERE RN PPt crereekrenenn [(RAK
rmUmZtvD&%erFFZMZUOOHozammmemvﬂzecm>ozm<e»mmv<>ommmemc>rm Db 841 >00om>>moo>ownooamoeooeoooee>e0>000>00>n>oQeqnmo>nam>>eeo>o> 300
vmv>HmmzeU<wmvmmmc<mwoomme>xm>e£e<memrxzb&OpoermHon<zem
vvomw<Hww2m<<xz>m=<em<<xmovz:mrmzmmzmmoH»wvm:er<m02mm>O<< Qy 928 mommnnnnmnmommnnnomﬁ@nonmmnmmnm@nnoﬂmﬂﬁmommmomnmmmoomonmnnom 987
EDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQV LR LRV ERER e e et et 0 00 teert erdner 1 e
rmzwommwzHo>Ommz0mx>0momHwwoo<mbm>xzmc>mwoze:muozemwazwmm Db 901 >0b0eOoeme>0>>eeenbeoeoe>>owoO>noemOQHono>00w>en>>o>n>ooeon> 960
UUmrr&hv<wmzmexmZhthxmmrmeO<rmomaHmaxmoooooomorbbozmrbwb
CFRNELVEPRGEAPTQSDVFFRHSNPPNHSVYP" Qy 988 mﬁﬂnnmmnnwnnonnmOﬁOﬁmmmmmoommmmmnommnwmmnonﬁmomnn@mnmonoonnn 1047
BASE COUNT 394 a 427 ¢ 341 g 290 t [N VI FEEETE VPR b et b et el et
ORIGIN . Db 961 veeeHy>eOwenoeH>OeOemm>>>00>O>O>emoOO>>QHOO%QQQOOG>OQQHOOHQH 1020
Qy 1048 mmmmoonmmmnowmﬁQOﬁﬁmooomummmommwnmmwmmowommaﬁ@mmmwnmmomnommm 1107
Query Match 43.3%; Score 1219.6; DB 94; Length 1452; LEVEV Nt PELVELEEELEItE VErerer sty sienenets
Best Local Similarity 90.6%; Pred. No. 1.7e-286; Db 1021 GAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACCGGAAGGCAGATGAAGACAGCATCAGA 1080
Matches 1327; Conservative 0; Mismatches 124; 1Indels 13; Gaps 2;
Qy 1108 aagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegeecgtttegtcag 1167
Qy 29 mnmmmnnnnmwmmnﬂﬂomo@mmmnmnomoooﬁmommﬁmnnmonoﬁmmooonnwnmﬁoomm 88 1H FEbrerrrrtne v IR AARE
| IRERRERER! AR ARARRRARRRRRNARRE] TELEL T TErerin) Db 1081 AAGCAGCAAGTATCGGACAGCGCAAAGAACGGCGATG------------ CTTTCCGTCAG 1128
Db 1 >eo>>eqeen»>>oeen>oomeoamnowoooeyowoe>nemooooo»oooee>0>enn>n 60
Qy 1168 mmomomomnn@ﬂmnnnmomﬁmmomnnnmﬁommmmmmommmmmﬁnnoommmﬁmmnwmmoﬂa 1227
Qy 89 cgtttcgtagaaa-cccagetcatttetcttggaaagaaagttattaccgatccaccatg 147 | {1l FERTERERE CPErrheredb et 1l
PREVRE V0PI LERErerbertrer 111t FEEELLEL) T 1 Db 1129 AATACACACGGAATCCAGATGACTTCCATCAAGAAACGGAGATCCCCAGATGATGAGCTG 1188
Db 61 nmeaenwe>o>>>nOOO>OOeo>eeenenmeomw>>m>>>mee>6e>o>oweoemoo>eo 120
' Qy 1228 nnmnmonﬁmonwmﬁnmooomooowommmonnmnmmmmnmon@nmmmu@mnnmmmmmonoo 1287
Qy 148 tcccagagcacacagacaaatgaattccteagtccagaggttttecagcatatetgggat 207 N N N N I N N N I N T
FETLREEse it O Ererrre) i INERERRE R RERERE] Db 1189 Oeoe»noe>no>oeo>o>ooenoeo>0>0Qewoo>Q>e0eenneo>>m>eo>>>n>oen> 1248
Db 121 eomo>m>mn>noo>n>0>>anmbneqooaOwooon>o>aneneenn>nn>e»eoeomee 180 .
Qy 1288 Oﬁmowmonomnuommﬁmonnﬁnonnmmnmomnmmnnmmmmomnmnmmm0mmommowmnmm 1347
Qy 208 tttctggaacagectatatgttcagttcageccattgacttgaactttgtggatgaacca 267 FVULE EEEEEREVE LR R Cher et e el o0 TErir e eier rerny i
FELLRLEEI L et FEEVEATE T e et Db 1249 CTGGAGCTCATGCAGTACCTCCCTCAGCACACGATCGAAACGTACAGGCAGCAGCAGCAG 1308
Db 181 TTTCTGGAACAGCCTATATGCTCAGTACAGCCCATCGAGTTGAACTTTGTGGATGAACCT 240
- Qy 1348 cagcagcaccagcacttacttcagaaacatctcctttcagectgettcaggaatgagett 1407
Qy 268 tcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcaggac 327 FPELTEETEN e it (RN ARARARARA RN RN AR AR AR RN RAR!
SRR Lot (AERRRAEER AR ERERRARR RN Il Db 1309 CAGCAGCACCAGCACCTACTTCAGAAACATCTCCTTTCAGCCTGCTTCAGGAATGAGCTT 1368
Db 241 TCCGAAAATGGTGCAACAAACAAGATTGAGATTAGCATGGATTGTATCCGCATGCAAGAC 300
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Qy 1408 gtggagccccggagagaaactccaaaacaatctgacgtcettetttagacattccaageee 1467

| | It Query Match 41.4%; Score 1166.2; DB 95; Length 4991;
Db 1369 GTGGAGCCCCGGGGAGAAGCTCCGACACAGTCTGACGTCTTCTTTAGACATTCCAACCCC 1428 Best Local Similarity 91.0%; Pred. No. 1.9e-273;
Matches 1251; Conservative 0; Mismatches 123; 1Indels 1; Gaps 1;
Qy 1468 ccaaaccgatcagtgtacccatag 1491
eI Qy 3 gttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccaccctac 62

Db 1429 CCAAACCACTCCGTGTACCCATAG 1452 PREE PR eerery vereh ety PERELELELEEE L et
Db 122 GTTGGTATCAAAGAGAGTTGAAGGAAATGAATTTTGAAACTTCACGGTGTGCTACCCTAC 181

RESULT 11 Qy 63 agtactgccctgacccttacatccagegtttegtagaaa-cccagetcatttcetettgga 121
RSKET (RN ERARNARARRRARY PEVOL VR0 e veerer ey et
LOCUS RSKET 4991 bp mMRNA ROD 19-APR-2000 Db 182 AGTACTGCCCTGACCCTTACATCCAGCGTTTCATAGAAACCCCATCTCATTTCTCCTGGA 241
DEFINITION Rattus norvegicus mRNA for TA2 KET alpha protein (p63 gene).

ACCESSION Y10258 Qy 122 aagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagte 181

VERSION Y10258.2 GI:7630116 [ARARANNN AR PLLELERE AP rer e arerenrd o

KEYWORDS p63 gene; TA2 KET alpha protein. Db 242 AAGAAAGTTATTACCGGTCCGCCATGTCGCAGAGCACCCAGACAAGTGAGTTCCTCAGCC 301

SOURCE Norway rat.

ORGANISM Rattus norvegicus Qy 182 cagaggttttccagcatatctgggattttctggaacagcectatatgttcagttcageecca 241
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; PECLULE L0 ettt e e e e ey e e e el vt el
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Db 302 CAGAGGTGTTCCAGCATATCTGGGATTTTCTGGAACAGCCTATATGCTCAGTACAGCCCA 361
Rattus.

REFERENCE 1 (bases 1 to 4991) Qy 242 ttgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatta 301
AUTHORS Schmale,H. and Bamberger,C. Porrrerererere eyt cveererererr trerert cerrri e ey
TITLE A novel protein with strong homology to the tumor suppressor p53 Db 362 TCGACTTGAACTTTGTGGACGAACCATCAGAAAATGGTGCAACAAACAAGATTGAGATTA 421
JOURNAL Oncogene 15 (11), 1363-1367 (1997) : .

MEDLINE 97460723 Qy 302 gcatggactgtatccgcatgcaggactcggacctgagtgaccccatgtggccacagtaca 361

REFERENCE 2 (bases 1 to 4991) LIELEEE 1 PELELEE L0 b b b e e et
AUTHORS Schmale,H. Db 422 GCATGGATTGTATCCGCATGCAAGACTCAGACCTCAGTGACCCCATGTGGCCACAGTACA 481
TITLE Direct Submission
JOURNAL Submitted (23-DEC-1996) H. Schmale, Institut fuer Zellbiochemie und Qy 362 cgaacctggggctcctgaacagcatggaccagcagattcagaacggcetectegtecacca 421

Klinische Neurobiologie, Universitaetskrankenhaus Eppendorf, PEVEETRETE et et e by bty 4 it
Martinistrasse 52, D-20246 Hamburg, FRG Db 482 CGAACCTGGGGCTCCTGAACGGCATGGACCAGCAGATTCAGAACGGCTCCTCATCTACCA 541

REMARK revised by submitter 22-SEP-1997. Revised by [3] .

REFERENCE 3 (bases 1 to 4991) Qy 422 gtccctataacacagaccacgcgcagaacagcgtcacggcgecctegeectacgcacage 481
AUTHORS Schmale,H. Ve ererererb et v verrrrr e br reeet pyea et
TITLE Direct Submission Db 542 GCCCCTATAACACAGACCATGCACAGAACAGCGTGACGGCACCCTCGCCCTATGCACAGC 601
JOURNAL Submitted (18-APR-2000) H. Schmale, Institut fuer Zellbiochemie und

Klinische Neurobiologie, Universitaetskrankenhaus Eppendorf, Qy 482 ccagctccaccttcgatgctctctectecatcacccgecatececteccaacaccgactace 541
Martinistrasse 52, D-20246 Hamburg, FRG PERREEE PR Eer et e e et b b bt e e gl

COMMENT On Apr 20, 2000 this sequence version replaced gi:2437846. Db 602 CCAGCTCAACCTTCGATGCCCTTTCTCCATCCCCTGCCATTCCCTCCAACACAGATTACC 661

FEATURES Location/Qualifiers

source 1. .4991 Qy 542 caggcccgcacagtttcgacgtgtecttccagecagtcgagcaccgecaagteggecacct 601
/organism="Rattus norvegicus” ELEVELE TRt et Pt re b b ety e 1l
/sub_species="Wistar” Db 662 CAGGCCCACACAGCTTCGATGTGTCCTTCCAGCAGTCAAGCACCGCCAAGTCAGCTACCT 721
/db_xref="taxon:10116"

/tissue_type="lingual epithelium" Qy 602 ggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccatee 661
/clone_lib="circumvallate taste papilla library” | PERRREVEE Tereririnel [EERRRRAN [ARARAN [ERRR

gene 148. .4940 Db 722 GGACGTATTCCACCGAACTGAAGAAACTCTACTGCCAGATTGCAAAGACCTGCCCCATCC 781
/gene="p63"

CDS 148. .2190 Qy 662 agatcaaggtgatgaccccacctectcagggagctgttateegegecatgectgtctaca 721
/gene="p63" AR NN N RN R O A N O A NN
/function="putative role in development" Db 782 AGATCAAGGTGATGACCCCACCCCCACAGGGCGCCGTCATTCGTGCCATGCCTGTCTACA 841
/codon_start=1
/product="TA2 KET alpha" Qy 722 aaaaagctgagcacgtcacggaggtggtgaagcggtgccccaaccatgagctgagecgtg 781
/protein_id="CAB88216.1" . Porerer berer rersr bvne rerer b vt by yreee rerennrring ol
/db_xref="GI:7630117" . Db 842 AGAAAGCCGAGCATGTCACCGAGGTTGTGAAACGATGTCCTAACCACGAGCTGAGCCGCG 901
/translation="MNFETSRCATLQYCPDPYIQRFIETPSHFSWKESYYRSAMSQST .
QTSEFLSPEVFQHIWDFLEQPICSVQPIDLNFVDEPSENGATNKIEISMDCIRMQDSD : Qy 782 aattcaacgagggacagattgcccctcctagtcatttgattcgagtagaggggaacagece 841
LSDPMWPQYTNLGLLNGMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALS Frerer el PEOLLELELLLE L 1l
PSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTP Db 902 AGTTCAATGAGGGACAGATTGCCCCTCCCAGTCATCTGATTCGAGTAGAAGGGAACAGCC 961
PPOGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYV
EDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQV Qy 842 atgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgage 901
LGRRCFEARICACPGRDRKADEDSIRKQQVSDSAKNGDGTKRPFRQNTHGIQMTSIKK [REEARRBRRAEN PELRUE ROy el b p b
RRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQOQQQQHQHLLQKQ Db 962 ATGCCCAGTATGTAGAAGATCCTATCACAGGAAGGCAGAGCGTGCTGGTCCCTTATGAGC 1021
TSMQSQSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNALTPTTMPEGMGANIPMMGT
HMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDCSIVSFLARLGCSSCLDYFT Qy 902 caccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagtt 961
TQGLTTIYQIEHYSMDDLASLKIPEQFRHAIWKGILDHRQLHDFSSPPHLLRTPSGAS TELE Lt TVCVEEEEE TETREE Pt et it |
TVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDFNFDMDSRRNKQQRIKEEGE™ Db 1022 CACCACAGGTTGGCACTGAATTCACAACAGTCCTGTACAATTTCATGTGCAACAGCAGCT 1081

polyA_signal 4935. .4940
/gene="p63" Qy 962 gtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagatg 1021

BASE COUNT 1362 a 1157 ¢ 1084 g 1388 t (RN

ORIGIN Db 1082 GTGTCGGAGGAATGAACCGCCGTCCAATTTTAATCATCGTTACTCTGGAAACCAGAGATG 1141
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Qy 1022 ggcaagtcctgggccgacgctgetttgaggeccecggatctgtgettgeccaggaagagaca 1081
| PUCLEETT s trerrrnererenil [BEANAR [ERRERARE Query Match 40.9%; Score 1153; DB 94; Length 1668;
Db 1142 GGCAAGTCCTGGGCCGACGTTGCTTTGAGGCCCGGATCTGCGCTTGCCCAGGAAGAGACC 1201 Best Local Similarity 91.4%; Pred. No. 2.9e-270;
Matches 1233; Conservative 0; Mismatches 115; Indels 1; Gaps 1;
Qy 1082 Qmmmmmnmmmnmmmmmnmmnmﬁomawwmonmoommmﬂnﬁoocmommnmnmmmmmmoamﬁo 1141
K T el rrend REAEAREE RN R ERAN [AERR Qy 29 mﬁommﬁnnnmmmmonﬁomno@noﬁanomoonmmom@nmnﬁ@nnnn@mnnnnﬁmomnnnmm 88
Db 1202 GGAAGGCCGATGAAGACAGCATCAGAAAGCAGCAAGTATCAGACAGCGCAAAGAACGGCG 1261 [ ANRRERE PECRTRTEEI e e et vyt
Db 1 wamybeaean>>>0eeo>onmemennn>nooe>0>ae>Oenooooo>nooee>O>HOO>Q 60
Qy 1142 mnmaﬁmnmmmmn@noo@ﬁnﬁomﬂnwmmmnmomomnmmﬁunonwmmnmmnmnonmnnmmmm 1201
R IR R RN R A A NN A O A N N RNy [ARERAN Qy 89 nmﬁnﬁomnmmmmm-noommowomnnnOﬁnﬁnmmmwmomwmmnﬁwﬁnm00mmmonmoomnm 147
Db 1262 ATGGTACGAAGCGCCCTTTCCGTCAGAATACCCACGGAATCCAGATGACTTCCATCAAGA 1321 1l PETELE Berenrernnd Porrrsesn ey beel o tintl
Db 61 CGTTTCATAGAAACCCCAGCTCATTTCTCGTGGAAAGAAAGTTATTACAGATCTGCCATG 120
Qy 1202 wwnmmmamﬁoonommanWﬁmmmnﬁanﬂmnwonﬁmnnmanawuammnoanamomonnmn@ 1261
RN R RRERRRR Y FUEL B0y e el [ ERRE! ARERN! Qy 148 ﬁonommmmomnmommmnmmmﬁmmwnﬁoonnmmnoomomo@nnnﬁonm@omnwﬁonmmmmﬁ 207
Pb 1322 AACGGAGATCCCCAGATGATGAGCTGCTGTACCTACCAGTGAGAGGCCGTGAGACTTATG 1381 Il POV ettt eeerrer et (B ERRRRARARARARNEAY
Db 121 e000>0>OOvooo>O>Obb@ﬂﬁbnee00a0}0000>0>moeneenn>oo>a>eneoon>a 180
Qy 1262 aaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcctcagcacacaa 1321
FUOVTREE T enr b T vt gt 1 [NERN! Qy 208 ﬁﬁnnﬂammmommoowmnmwwﬁnowoﬁnowononmﬁncmnnnomwnnnnanmomnammoom 267
Db 1382 AAATGCTGCTCAAGATCAAGGAGTCGCTCGAGCTCATGCAGTATCTCCCTCAGCACACGA 1441 IR ANENERERRNEL Torrrrr e teerrrererereeerererny
Db 181 eeeoemo>>o>onoe>e>emnanvoeb0>nnnowaon>Oeeo>>neeenenobqo>>nne 240
Qy 1322 ttgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376
orr v rveer el PUECEE v rrerenertrend . Qy 268 ﬁnmmmmamnmmn@oomommmommomﬁnwmmmnﬁm@omnommonmﬁmﬁooonmnmom@mwo 327
Db 1442 TCGAGACGTACAGGCAGCAGCAGCAGCAGCAGCACCAACACCTACTTCAGAAACA 1496 EFrE ey [NENRAE PRt e
. Db 241 TCCGAARAATGGTGCAACAAACAAGATTGAGATTAGCATGGATTGTATCCGCATGCAAGAC 300
RESULT 12 Qy 328 nnmwmonﬁmmanmmonnomnmﬁmoonmowmnwnmn@mmOOﬁQQQGOﬁoonamwomonwﬂm 387
AF075435 L TRErr trerreeerreeneninl CRETERV RSV e e
LOCUS AF075435 1668 bp mRNA ROD 04-0CT-1998 Db 301 eo>o>ooeO>Oem>00OO>amemmOO>O>OQ>O>Om>>00eoommneoneO>>O>00>am 360
DEFINITION Mus musculus TA*p63 beta mRNA, complete cds.
ACCESSION AF075435 Qy 388 gaccagcagattcagaacggctcctcgtccaccagtccctataacacagaccacgcgcag 447
VERSION AF075435.1 GI:3695091 AR RRR AR AR NN AN RNREREY T e v 1
KEYWORDS . Db 361 GACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGCCCCTACAACACAGACCACGCACAG 420
SOURCE house mouse.
ORGANISM Mus musculus Qy 448 mmommocnomommoooonﬁomnoonmoonwom@ooom00ﬂnomonnnommﬁannononnn 507
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; L TbrEr rerbrinind FPOLE FUE0ETrei bt vyl
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus. Db 421 AATAGCGTGACGGCGCCCTCGCCCTATGCACAGCCCAGCTCCACCTTTGATGCCCTCTCT 480
REFERENCE 1 (bases 1 to 1668)
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V., Qy 508 nomﬁowonoooomnnoonnoommnmoocmonmnoomomooomOmomonnﬁnmmo@n@noo 567
Andrews,N.C., Caput,D. and McKeon,F. ) PUEEE L) by 1l FUE TV b brene e ek e
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with Db 481 CCATCCCCTGCCATTCCCTCCAACACAGATTACCCGGGCCCACACAGCTTCGATGTGTCC 540
transactivating, death-inducing, and dominant-negative activities
JOURNAL Mol. Cell 2 (3), 305-316 (1998) Qy 568 ttccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaagaaa 627
MEDLINE 98448095 Prrerreriere teine FEOCrererrrrrrrererrerr e Il
REFERENCE 2 (bases 1 to 1668) Db 541 eenn>Oovme0>>aoynHOOO>>Qeo>o00>0Oemo>Ooa>aeoo>nno>>oeo>>ow>o 600
AUTHORS vang,A., Kaghad,M., Caput,D. and McKeon, F.
TITLE Direct Submission Qy 628 onnﬁmoﬁaoommmﬁﬁanmwm@momnaoonomnoomamﬁommmonomﬁomooonmnoaonﬂ 687
JOURNAL  Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240 PEPEREEEYE e il IR RN RRR RN AR AR NAERRAR YN
Longwood Ave, Boston, MA 02115, USA Db 601 CTGTACTGCCAGATTGCGAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCCCCA 660
FEATURES Location/Qualifiers
source 1. .1668 Qy 688 omumommonmnnmnoomnooomﬁQQOﬁmﬁOHmommmwmm@onmm@anQnownmmwoono 747
/organism="Mus musculus” ENE FLRLLEEEE b e
/db_xref="taxon:10090" Db 661 OwommnonemeH>ennoeonn>e000emeoe>o>>m>>>onem»mn>aman>nn@>nmea 720
/chromosome="16"
CDS 1. .1668 Qy 748 onmmwon@mﬁmnnoommonmnmmmonowonownammﬁﬁnmmommommmnwamﬁnaoonnn 807
/function="transcription factor" | P et st PRPRTRTY Sevey brprvrererseerentd
/note="second splice variant; related to p53.and p73" Db 721 nen>>bnnbemnnoe>>oOyao>oneo>QOOQGOboe4n>>eo>nmn>nwn>eennnone 780
/codon_start=1
/product="TA*p63 beta" oy 808 cctagtcatttgattcgagtagaggggaacagccatg ccagtatgtagaagatcccatc 867
/protein_id="AAC62640.1" PRy vy et PELRCRERER e it
/db_xref="GI:3695092" Db 781 CCCAGTCATCTGATTCGAGTAGAAGGGAACAGCCATGCCCAGTATGTAGAAGATCCTATC 840
\ﬂﬂﬂ:MpNﬁpO:l=zzmmemmo>er0<nvcm<HommHmemymmwzxmmn<xm53mome
QTSEFLSPEVFQHIWDFLEQPICSVQPIELNFVDEPSENGATNKIEISMDCIRMQODSD Qy 868 mnmammmomommmawonnoaannmnOﬁnmn@mmoomoooommmnﬁowomnﬁmmmnﬁomom 927
LSDPMWPQYTNLGLLNSMDQOIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALS VEOTULLT UV ROV Tt S e e et g
PSPAIPSNTDYPGPHSFDVSFQOSSTAKSATWTYSTELKKLYCQTAKTCPIQIKVMTP Db 841 >Oooob>noo>m>oonannemoannneevamwnnn>nO>o>nmeemmo>oem>>eanan> 900
vuom><Hm>Zu<<xx>mx<am<<xw0mzmmrmmmmzmmovavmmer<m02m=>O&<
mchamwom<r<m<mvmo<oewmea<r<zmzozmmn<0012xwvHbHH<armewomo< Qy 928 wommﬁOHHQﬁmommnﬁnomwmﬁmnmmommnmmnﬁonmnﬁommmmmmnmmmonmnnonnom 987
LGRRCFEARICACPGRDRKADEDSIRKQQOVSDSAKNGDGTKRPFRONTHGIQMTSIKK PP et IREERRARAR! PICtr rrtrerr e torrnend
RRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHT IETYRQOQQQQOHQHLLQKQ Db 901 >0>Oeooeoevo>>eeeoweﬁeoe)bo>®O>oOeoomeomo»on>>eo>>0>o>ooeon> 960
TSMQSQSSYGNSSPPLNKMNSMNKLPSVSQLINPQORNALTPTTMPEGMGANIPMMGT
HMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDCSIVRIWQV" Qy 988 mﬁﬁnﬁmmﬁomnn@nﬁmOﬁOn@ommmoomowmmnowmommoﬁno~mocoowmomonmonnﬁ 1047
BASE COUNT 451 a 512 ¢ 380 g 325 t - FPURCTLLCTEE Tt bl [RENENER Il
ORIGIN Db 961 ATTTTAATCATCGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGGTGCTTT 1020
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Qy 1048 gaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatcaga 1107 ORIGIN
PECEPEERETE e e e e e b ey 1t P ere iyt ;
Db 1021 GAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACCGGAAGGCAGATGAAGACAGCATCAGA 1080
Query Match 40.9%; Score 1153; DB 94; Length 2043;
Qy 1108 aagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcecgtttcegtcag 1167 Best Local Similarity 91.4%; Pred. No. 3e-270;
PEERELRREEE LR vrre e et by e et v vkt Matches 1233; Conservative 0; Mismatches 1157 Indels 1; Gaps 1;
Db 1081 AAGCAGCAAGTATCGGACAGCGCAAAGAACGGCGATGGTACGAAGCGCCCTTTCCGTCAG 1140
Qy 29 atgaattttgaaacttcacggtgtgccaccctacagtactgccctgacccttacatccag 88
Qy 1168 aacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactg 1227 PIVEEE e e e e e e e ey ey b e el 1ttt
PEEEEEE te trrrretb e trer et et ey Db 1 ATGAATTTTGAAACTTCACGGTGTGCCACCCTACAGTACTGCCCCGACCCTTACATCCAG 60
Db 1141 AATACACACGGAATCCAGATGACTTCCATCAAGAAACGGAGATCCCCAGATGATGAGCTG 1200
Qy 89 cgtttcgtagaaa-cccagctcatttctcttggaaagaaagttattaccgatccaccatg 147
Qy 1228 ttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtce 1287 PEREYE Creney rerhl PRALEL TRERTRIETEn [N L
AN NN N N AN R A A R R A N AR NRE RNy Db 61 CGTTTCATAGAAACCCCAGCTCATTTCTCGTGGAAAGAAAGTTATTACAGATCTGCCATG 120
Db 1201 CTGTACCTACCAGTGAGAGGTCGTGAGACGTACGAGATGTTGCTGAAGATCAAAGAGTCA 1260 .
Qy 148 tcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatctgggat 207

oy 1288 ctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacag 1347 PEPErreer et e rrere bt v e LR e
LEVEY PR Ee e erv e bt b Fere i i retkr 1l Db 121 TCGCAGAGCACCCAGACAAGCGAGTTCCTCAGCCCAGAGGTCTTCCAGCATATCTGGGAT 180
Db 1261 CTGGAGCTCATGCAGTACCTCCCTCAGCACACGATCGAAACGTACAGGCAGCAGCAGCAG 1320
Qy 208 tttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaacca 267
Qy 1348 cagcagcaccagcacttacttcagaaaca 1376 TEEVERERE PR by by e e b te eyl
TRV LR vhrvrsirine Db 181 TTTCTGGAACAGCCTATATGCTCAGTACAGCCCATCGAGTTGAACTTTGTGGATGAACCT 240
Db 1321 CAGCAGCACCAGCACCTACTTCAGAAACA 1349
Qy 268 tcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcaggac 327
POLEE e e trererer e bt eerrrrererer berni il 1

RESULT 13 Db 241 TCCGAAAATGGTGCAACAAACAAGATTGAGATTAGCATGGATTGTATCCGCATGCAAGAC 300
AF075436 .
LOCUS AF075436 2043 bp mRNA ROD 04-0CT-1998 Qy 328 tcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacagcatg 387
DEFINITION Mus musculus TA*p63 alpha mRNA, complete cds. PELEEEE bt e i e e e e e e b ey e byl
ACCESSION AF075436 ) Db 301 TCAGACCTCAGTGACCCCATGTGGCCACAGTACACGAACCTGGGGCTCCTGAACAGCATG 360
VERSION AF075436.1 GI:3695093
KEYWORDS . Qy 388 gaccagcagattcagaacggctcctcgtccaccagtecectataacacagaccacgegecag 447
SOURCE house mouse. TRVt r e b ety e b ey e et o RN [N
ORGANISM Mus musculus Db 361 GACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGCCCCTACAACACAGACCACGCACAG 420
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus. Qy 448 aacagcgtcacggcgccctegecctacgcacageccagetceccaccttegatgetetetet 507
REFERENCE 1 (bases 1 to 2043) I BN Il I 1 11 P il
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,V., bb 421 AATAGCGTGACGGCGCCCTCGCCCTATGCACAGCCCAGCTCCACCTTTGATGCCCTCTCT 480
Andrews,N.C., Caput,D. and McKeon,F.
TITLE p63, a p53 homolog at 3q27-29, encodes multiple products with Qy 508 ccatcacccgccatcccctccaacaccgactacccaggcccgcacagtttcgacgtgtee 567
transactivating, death-inducing, and dominant-negative activities PROEE T PErer by e ey b e yesed vt reevr rvrend
JOURNAL Mol. Cell 2 (3), 305-316 (1998) bb 481 CCATCCCCTGCCATTCCCTCCAACACAGATTACCCGGGCCCACACAGCTTCGATGTGTCC 540
MEDLINE 98448095
REFERENCE 2 (bases 1 to 2043) Qy 568 ttccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaagaaa 627
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F. PEVEEEREEE v Ferrrt it tr et e et e e iy ey ererereingl
TITLE Direct Submission Db 541 TTCCAGCAGTCAAGCACTGCCAAGTCAGCCACCTGGACGTATTCCACCGAACTGAAGAAG 600
JOURNAL  Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240
Longwood Ave, Boston, MA 02115, USA Qy 628 ctctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccecacctect 687
FEATURES Location/Qualifiers FPELELTERrE e r eyt re et et it b el
source 1. .2043 Db 601 CTGTACTGCCAGATTGCGAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCCCCA 660
/organism="Mus musculus"”
/db_xref="taxon:10090" Qy 688 cagggagctgttatccgegccatgectgtctacaaaaaagectgagcacgtcacggaggtg 747
/chromosome="16" LT TRVt Crer et et e e e e e ey it
CDS 1. .2043 Db 661 CAGGGCGCTGTTATCCGTGCCATGCCTGTCTACAAGAAAGCTGAGCATGTCACCGAGGTT 720
/function="transcription factor"®
/note="third splice variant; related to p53 and p73" Qy . 748 gtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgeccct 807
/codon_start=1 TR T ST T et e et B ey e
/product="TA*p63 alpha® Db 721 GTGAAACGATGCCCTAACCATGAGCTGAGCCGTGAGTTCAATGAGGGACAGATTGCCCCT 780
/protein_id="AAC62641.1"
/db_xref="GI:3695094" Qy 808 cctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcccate 867
/translation="MNFETSRCATLQYCPDPYIQRFIETPAHFSWKESYYRSAMSQST (I I [ABERN 1111
QTSEFLSPEVFQHIWDFLEQPICSVQPIELNFVDEPSENGATNKIEISMDCIRMQDSD Db 781 CCCAGTCATCTGATTCGAGTAGAAGGGAACAGCCATGCCCAGTATGTAGAAGATCCTATC 840
LSDPMWPQYTNLGLLNSMDQQIQNGSSSTSPYNTDHAQNSVTAPSPYAQPSSTFDALS '
PSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYSTELKKLYCQIAKTCPIQIKVMTP Qy 868 acaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacg 927
PPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFNEGQIAPPSHLIRVEGNSHAQYV PCATELE FEEEE TR ety bre bbb re ey
EDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSCVGGMNRRPILIIVTLETRDGQV Db 841 ACGGGAAGGCAGAGCGTGCTGGTCCCTTATGAGCCACCACAGGTTGGCACTGAATTCACA 900
LGRRCFEARICACPGRDRKADEDSIRKQQVSDSAKNGDGTKRPFRQNTHGIQMTSIKK
RRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLPQHTIETYRQQQQQQHQHLLQKQ Qy 928 acagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgtcca 987
TSMQSQSSYGNSSPPLNKMNSMNKLPSVSQLINPQQRNALTPTTMPEGMGANIPMMGT POLOEE GOttt e ety e bty v v el bererr 4 ket
HMPMAGDMNGLSPTQALPPPLSMPSTSHCTPPPPYPTDCSIVSFLARLGCSSCLDYFT Db 901 ACAGTCCTGTACAATTTCATGTGTAACAGCAGCTGCGTCGGAGGAATGAACAGACGTCCA 960
TOQGLTTIYQIEHYSMDDLASLKIPEQFRHAIWKGILDHRQLHDFSSPPHLLRTPSGAS
TVSVGSSETRGERVIDAVRFTLRQTISFPPRDEWNDFNFDMDSRRNKQQRIKEEGE™" Qy 988 attttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctgettt 1047

BASE COUNT 536 a 622 ¢ 471 g 414 t PERCEETET R B e bbb bbbt r e e er ey vt
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Db 961 ATTTTAATCATCGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGGTGCTTT 1020
Qy 1048 gaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatcaga 1107 Query Match 40.6%; Score 1143.6; DB 88; Length 1182;
PETTEEY RV vy ey ety Best Local Similarity 98.4%; Pred. No. 5.6e-268;
Db - 1021 GAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACCGGAAGGCAGATGAAGACAGCATCAGA 1080 Matches 1155; Conservative 0; Mismatches 19; 1Indels 0; Gaps 0;
Qy 1108 mmmomoomwaﬁﬁnommmommnmnmmmmwmnmwﬁmmﬁmmnmommumomonownﬁnomnomm 1167 Qy 318 nmnmnmmomonommmoonmm@ﬁmwnooomn@ﬁ@moomomoﬁmnmommmOOﬁ@mmmonoon 377
[NERRERRANE N PEELEERLTT Crervereerren et g el . 1l [ | NERRRARARRRAR AR NN ARENY
Db 1081 AAGCAGCAAGTATCGGACAGCGCAAAGAACGGCGATGGTACGAAGCGCCCTTTCCGTCAG 1140 Db 9 OOHOo>>>>0>>emoon>Q§Oenw>eee>Oeo>o00>O>oe>0»00»>00&mmmmnanna 68
Qy 1168 aacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactg 1227 Qy 378 @mmomaowﬁommnomonmmmnﬁommmmnomoﬁoonnoﬁonmnommﬂnonnmﬂmmomnwmm 437
FLEPEED 10 FETEr by v e bt [AEANNN! Il AR R R AR RN RN A AR RNy
Db 1141 AATACACACGGAATCCAGATGACTTCCATCAAGARACGGAGATCCCCAGATGATGAGCTG 1200 Db 69 mm>n>mnveoO>nnvmo>m>eHO>0y>ommnHO0ennenn>on>oeonoa>e>>o>n?n> 128
Qy 1228 ttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtee 1287 Qy 438 oomoanoommmmomoooﬁownmmomononnmononwomomommnoomQOﬁoomOOﬁﬁoom 497
IR R I A RN A AN NN Ay [ARARE PEVEEEURC R T Tt e e i e e FEVEELELL)
Db 1201 CTGTACCTACCAGTGAGAGGTCGTGAGACGTACGAGATGTTGCTGAAGATCAAAGAGTCA 1260 Db 129 nObnooo0>owbo»o00en>oQQOoOOOeonoOoewnQO>0>OOOO>QD€OO>OOH€Om> 188
Qy 1288 ctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacag 1347 Qy 498 nmonnnnﬁOﬁnomnomonomoomnoonononmmowonmwonmnonmmoonnoomnmmnﬁn 557
PRIV B Rk by e il [ARREEA ot ) AR E RN RN RN RN A RN RNn RNy [ARRERENN
Db 1261 CTGGAGCTCATGCAGTACCTCCCTCAGCACACGATCGAAACGTACAGGCAGCAGCAGCAG 1320 Db 189 emneoeOeoeOOvaO>OOGOOo>eOOOneoo>>n>Oonwnewnon>omnnnnn>o>meee 248
Qy 1348 cagcagcaccagcacttacttcagaaaca 1376 Qy 558 oamoonaﬁoonﬁoommowmﬁaammomonmonmmmﬁommnnunonmomomnwﬂnnomnnom 617
PORERELERLE R frrtrersrennl PRUEOLTRC et v b et e e e b e e [ENRRANAR
Db 1321 CAGCAGCACCAGCACCTACTTCAGAAACA 1349 Db 249 OO>O®emennaeOownnwoHOmb00>00Onn>>oenooon>ooenowone>eeno>neo> 308
Qy 618 wnﬁ@mmmwmmonnnmonmoowmmnnmnmmmmmomnmoooomﬁnnwamﬁOmmoonomaumo 677
RESULT 14 PVPUE LT R LTt erirsny PEEreret
AF075429 Db 309 >OeQ>>O>>>nena>OemOO>>>eeno>>>m>O>eooooo>eoo>m>en>>ooem>eo>0 368
LOCUS AF075429 1182 bp MRNA PRI 04-0CT-1998
DEFINITION Homo sapiens DN p63 gamma mRNA, complete cds. Qy 678 ooomoononﬁomoaomoonmnﬁmﬁon@nooomﬂQOOﬂmnnanmmmmmNQOﬁommomoon 737
ACCESSION AF075429 PECEEV RN EETTr e e et e ey 1EELel
VERSION AF075429.1 GI:3695079 Db 369 Ono>noennﬂowomm>onaoeeweoooomnoweooneneoe>0>>>>>>onan»mo>nme 428
KEYWORDS .
SOURCE human. oy 738 omommmo@ﬂomnommooomnmnoonmmoownmmmonmmooomn@mmnnnumnmmmm@mom 797
ORGANISM Homo sapiens PURTLCT T T it e e e e e et [RERER
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi; Db 429 CACGGAGGTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACA 488
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 1182) Qy 798 omﬁﬂmnonanOﬁmmﬁnmﬁnﬁmwnﬁo@moﬁmmwmmmmmwommnomnmnnowoﬁmnmﬁmmm 857
AUTHORS Yang,A., Kaghad,M., Wang,Y., Gillett,E., Fleming,M.D., Dotsch,Vv., TEALT L Rt R T e et e ey e eyl il
andrews,N.C., Caput,D. and McKeon,F. Db 489 OV%annOOOeOOQPOeoveaeo>eeno50470wooOOw>0>oonbeoonovoe>eoe>o> 548
TITLE p63, a p53 homolog at 3927-29, encodes multiple products with
transactivating, death-inducing, and dominant-negative activities Qy 858 mnmnooomnnmomammmmmowmmmnmn@onooﬁwonﬁﬂmnmmooomoonnmaonnmoowo 917
JOURNAL Mol. Cell 2 (3), 305-316 (1998) TEELTTT VTR R L R e ety
MEDLINE 98448095 Db 549 >0>eonn>a0>0>mmw>m>O>n>oameonenmeynnee>an>nnn>noon>mneennnw0 608
REFERENCE 2 (bases 1 to 1182)
AUTHORS Yang,A., Kaghad,M., Caput,D. and McKeon,F. Qy 918 ﬁ@wmnmomommowmnOﬁﬁmﬁwommﬁnnowﬁonmﬁmmomanmmﬁnmﬂunnm@mmmmmnwwm 977
TITLE Direct Submission [IRRNARANY! INRRANRA Prrrrryesryrenintd [ERRRRERNERENN
JOURNAL Submitted (30-JUN-1998) Cell Biology, Harvard Medical School, 240 Db 609 eovbeeO>Omwnvmeneeoawn>>eeHO>HoeQeb>0>00vneeoeoeenm>mnnbemb> 668
Longwood Ave, Boston, MA 02115, USA
FEATURES Location/Qualifiers Qy 978 oomnnmnnowmﬂnﬁnmmnomnnonnmnnOﬂwmmmwnomamomﬁaoonmmmnoonoomono 1037
source 1. .1182 PETRLTURLE R e et [EERARANNANNY
/organism="Homo sapiens” Db 6§69 CCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCG 728
/db_xref="taxon:9606"
/chromosome="3" Qy 1038 mnonnooaawommmnoomomnnﬁonQOﬁﬁoonomoamm@m@wom@ammomomomncmmmm 1097
/map="3q27-q29" PP Tt et e e b et RARRNARENANL
CDS 1. .1182 Db 729 >OonamoeaeowmmnOOOObeOqoeooeem000>oo>>m>o>n>om»>omonm>e0>>m> 788
/function="transcription factor"
/note="second splice variant; related to p53 and p73° Qy 1098 tagcatcagaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgeee 1157
/codon_start=1 . | PRI v e et e e e |
/product="DN p63 gamma" Db 789 TAGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCC 848
/protein_id="AAC62634.1"
/db_xref="GI:3695080" Qy 1158 mnﬁnomﬂow@mmomomnmﬁmmnmﬁnomownomnmﬂnnmﬂomwommmoowwomnoonnm@m 1217
/translation="MLYLENNAQTQFSEPQYTNLGLLNSMDQQIQNGSSSTSPYNTDH [ARERENEANAL [EREREAR FEELE e e eyl
w02m<e>mmv<>0nmwemc>rmvmv>Hvw2eo<vovmmwo<wmoomme>xmvezemma Db 849 OeHHnmeo>m>w0>0>n>eome»eno>o>ao>0>eoo>a0>$n>>>nn>>o>60000>n> 908
ELKKLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFN
EGQIAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSC Qy 1218 ﬁmmﬁ@wwnnmnﬁmnmonnmonmmn@mmummnomﬁmmomnnwmﬁmmmmnonﬁmnﬁommawn 1277
VGGMNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKN (NNRRRRRNARRNNNARRNNaNY PELEVET Y el
GDGTKRPFRQNTHGIQMTSIKKRRSPDDELLY LPVRGRETYEMLLKIKESLELMQYLP Db 909 en>en>>0eoee>e>oae>00wmeo»nmOQ00Oenvowoeevao>>>eonenaeo>>o>e 968
O:ﬁHmeﬂwoooooomo:rroz:rrm>0mz2wr<mmmwmemx0m0<mmm:mxmmzwm<<
p Qy 1278 ommmmmoﬁoonnaowwonomvaommamoo«noowomoomOWOWmﬁnommmomnmomo@nw 1337
BASE COUNT 330 a 342 ¢ 276 g 234 ¢ PEELECrterber il [ARARRN [ERERRAL [IREANARA

ORIGIN Db 969 CAAAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCA 1028
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Qy 1338 acagcaacagcagcagcaccagcacttacttcagaaacatctectttcagectgettcag 1397
[ARERARARARRD [ARARARRA NN RRARRRND (LEARERARA (RAEA
Db 1029 ACAGCAACAGCAGCAGCACCAGCACTTACTTCAGAAACATCTCCTTTCAGCCTGCTTCAG 1088
Qy 1398 gaatgagcttgtggagccccggagagaaactccaaaacaatctgacgtcttctttagaca 1457
PERLEEET R et [RERAERARARENRARRNANARE EARR!
Db 1089 GAATGAGCTTGTGGAGCCCCGGAGAGAAACTCCAAAACAATCTGACGTCTTCTTTAGACA 1148
Qy 1458 ttccaagcccccaaaccgatcagtgtacccatag 1491
AR RN RN AR RN RRARRAE) ALNN]
Db 1149 TTCCAAGCCCCCAAACCGATCAGTGTACCCATAG 1182
RESULT 15
AF061512
LOCUS AF061512 2082 bp MRNA PRI 01-JUL-1998
DEFINITION Homo sapiens p53 homolog (p40) mRNA, complete cds.
ACCESSION AF061512
VERSION AF061512.1 GI:3273744
KEYWORDS .
SOURCE human .
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 2082)
AUTHORS Trink,B., Wu,L., Okami,X., Sriuranpong,V., Jen,J. and Sidransky,D.
TITLE Direct Submission
JOURNAL Submitted (24-APR-1998) Otolaryngology-Head & Neck Surgery, The
Johns Hopkins School of Medicine, 720 Rutland Ave., Baltimore, MD
21205-2196, USA
FEATURES Location/Qualifiers
source 1. .2082
/organism="Homo sapiens"
/db_xref="taxon:39606"
/chromosome="3"
/map="3g28-q29"
/tissue_type="prostate"
gene 1. .2082
/gene="p40"
CDS 436. .1506
/gene="p40"
/codon_starte=1l
/product="p53 homolog"
/protein_id="AAC24830.1"
/db_xref="GI:3273745"
/translation="MLYLENNAQTQFSEPQYTNLGLLNSMDQQIQNGSSSTSPYNTDH
AQNSVTAPSPYAQPSSTFDALSPSPAIPSNTDYPGPHSFDVSFQQSSTAKSATWTYST
ELKKLYCQIAKTCPIQIKVMTPPPQGAVIRAMPVYKKAEHVTEVVKRCPNHELSREFN
EGQIAPPSHLIRVEGNSHAQYVEDPITGRQSVLVPYEPPQVGTEFTTVLYNFMCNSSC
VGGMNRRPILIIVTLETRDGQVLGRRCFEARICACPGRDRKADEDSIRKQQVSDSTKN
GDGTKRPSRQNTHGIQMTSIKKRRSPDDELLYLPVRGRETYEMLLKIKESLELMQYLP :
QHTIETYRQQQQQQHQHLLQKQ"
BASE COUNT 605 a 493 c 473 g 511 t
ORIGIN
Query Match 36.6%; Score 1031.2; DB 88; Length 2082;
Best Local Similarity. 95.7%; Pred. No. 1.5e-240;
Matches 1060; Conservative 0; Mismatches 48; 1Indels 0; Gaps 0;
Qy 269 cagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcaggact 328
ey 0 e 0 I | L
Db 395 CAGAAGAAAGGACAGCAGCATTGATCAATCTTACAGCTAACATGTTGTACCTGGAAAACA 454
Qy 329 cggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacagcatgg 388
L | L IR NRRARN ALENAEARE Il .
Db 455 ATGCCCAGACTCAATTTAGTGAGCCACAGTACACGAACCTGGGGCTCCTGAACAGCATGG 514
Qy 389 accagcagattcagaacggctcctcgtccaccagtceccctataacacagaccacgcgcaga 448
PEOEEREREETET it b i bbb b b e b e e e e ey e g
Db 515 ACCAGCAGATTCAGAACGGCTCCTCGTCCACCAGTCCCTATAACACAGACCACGCGCAGA 574

Qy
Db
Qy
Db
Qy
bb
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
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acagcgtcacggcgecctegeccctacgcacageccagctcecaccttegatgectetectete 508
[ARERRRAN FIELELT) [REARERE L I
ACAGCGTCACGGCGCCCTCGCCCTACGCACAGCCCAGCTCCACCTTCGATGCTCTCTCTC 634

catcacccgccatccectccaacaccgactacccaggcececgcacagtttegacgtgtect 568

LS L LR R | INNNNE
CATCACCCGCCATCCCCTCCAACACCGACTACCCAGGCCCGCACAGTTTCGACGTGTCCT 694

tccagcagtcgagcaccgccaagteggecacctggacgtattecactgaactgaagaaac 628

TP TR R L L T [RENNRNE)
TCCAGCAGTCGAGCACCGCCAAGTCGGCCACCTGGACGTATTCCACTGAACTGAAGAAAC 754

tctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacctecte 688
[BARERRRANEE (RERARERARRRERRERRRERE TELIVTET (NNANREL
TCTACTGCCAAATTGCAAAGACATGCCCCATCCAGATCAAGGTGATGACCCCACCTCCTC 814

agggagctgttatecgegecatgectgtctacaaaaaagctgagcacgtecacggaggtgg 748

FLLLELETETL FLLLCTELE T P T LR L LRyl
AGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCACGGAGGTGG 874

tgaagcggtgccccaaccatgagetgageegtgaattcaacgagggacagattgeccecte 808
[NARRRRNRNEN FEEPCTERER ey e el [EARNR
TGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGATTGCCCCTC 934

oﬁmonomﬁwnmmﬁnoammnmommmmmmmommoomﬁmoonwmnmnonmmmmmmﬂooomﬁom 868
PEELLETEErirerrererinenn AEREARAR] [AERNARE [ARERRA

CTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCCATCA 994

caggaagacagagtgtgctggtaccttatgagccaccecaggttggcactgaattcacga 928

PEELREERE R et b et e r i bbbt b e e ey e il
CAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTGAATTCACGA 1054

cagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgtccaa 988

FOLCREREEER R i e ety bbb e i b b ey
CAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAA 1114

nﬁnﬁwmnomﬁnmﬁnmonon@mmmmoommmmmﬁmmaommmﬂoonom@ooomnoonmnnnﬁ@ 1048

PEVEREREE TR e e b e by b e e e e e e e ey
TTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGCTTTG 1174

aggcccggatctgtgettgeccaggaagagacaggaaggceggatgaagatagcatcagaa 1108

PELCLCLTTCRCEE i L e et e e e e r e bbby
AGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATCAGAA 1234

agcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcecgtttegtcaga 1168

PELETLCRT R et e e e e b e e et vt
AGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTCTCGTCAGA 1294

acacacatggtatccagatgacatccatcaagaaacqgaagatccccagatgatgaactgt 1228

ATV LT P T LR TR PR L e e e
ACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAACTGT 1354

tatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtcce 1288

[SENREENY! LI LT 1T PIELEL
TATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAGTCCC 1414

tggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacage 1348

PEEPEIEI R E e e e e bttt e e e e b e el trre
TGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAACAGC 1474

agcagcaccagcacttacttcagaaaca 1376

FLCVERE LR el
AGCAGCACCAGCACTTACTTCAGAAACA 1502

2001, 00:14:18

10278 sec
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12 1154.6 41.0 2043 20 AAX58577 © Human cell requlat

GenCore version 4.5 13 1143.6 40.6 1182 20 AAX58576 Human cell regulat

Copyright (c) 1993 - 2000 Compugen Ltd. 14 1031.2 36.6 2082 20 AAZ27674 Human p40 coding s

15 1031.2 36.6 2082 21 AAC66030 Human lung cancer-

16 1031.2 36.6 4708 21 AAZ43912 Rat KET cDNA. Rat

OM nucleic - nucleic search, using sw model 17 1028.6 36.5 1386 21 AAC66032 Human lung cancer-

18 1028.6 36.5 1761 , 20 AAX58575 Human cell regulat

Run on: August 7, 2001, 22:04:29 ; Search time 221.11 Seconds 19 1027.6 36.5 4655 21 AAC65887 Human lung cancer-
(without alignments) 20 1026.4 36.4 2820 21 AAC66027 Human lung cancer-

7996.793 Million cell updates/sec 21 951.2 33.8 1170 20 AAX58583 Mouse cell regulat

22 922.8 32.8 4643 20 AAZ24648 Human lung tumor a

Title: 0S-09-670-568B-2 23 8B84.6 31.4 1386 20 AAX58582 Mouse cell regulat

Perfect score: 2816 24 884.6 31.4 .1761 20 AAX58581 Mouse cell regulat
Sequence: 1 tcgttgatatcaaagacagt...... ....gcatcttggtttaaaagaaa 2816 25 466.8 16.6 1594 21 AAZ49690 Human p73 protein
26 466.8 16.6 1817 18 AAV01505 Human p53 tumour s

Scoring table: IDENTITY_NUC 27 466.8 16.6 1870 18 AAV01504 Human p53 tumour s
Gapop 10.0 , Gapext 1.0 28 466.8 16.6 2156 18 AAV01498 Human pS3 tumour s

29 466.4 16.6 1521 18 AAV01503 : Human p53 tumour s

Searched: 730101 seqs, 313950809 residues 30 466.4 16.6 1764 18 AAV01502 Human p53 tumour s
31 463.8 16.5 2034 18 AAV01497 Monkey p53 tumour
Total number of hits satisfying chosen parameters: 1460202 32 463.8 16.5 2874 18 AAV01496 Monkey p53 tumour

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%

Maximum Match 100%

Listing first 45 summaries
Database : N_Geneseq_0601:*
/cgnl_9/gcgdata/geneseqg/geneseqn/NA1980 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1981 . DAT : *
/cgnl_8/gcgdata/geneseq/geneseqn/NA1982 . DAT : *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1983 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1984 .DAT: *
/canl_9/gcgdata/geneseqg/geneseqn/NA1985 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1986 .DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1987 . DAT: *
/cgnl_9/gcgdata/geneseq/geneseqn/NA1988 . DAT: *
10: /cgnl_8/gcgdata/geneseq/geneseqn/NA1989.DAT:
11: /ecgnl_9%/gcgdata/geneseq/geneseqn/NA1990.DAT:
12: /cgnl_9/gcgdata/geneseq/geneseqn/NA1991.DAT:
13: /cgnl_98/gcgdata/geneseq/geneseqn/NA1992.DAT:
14: /cgnl_9/gcgdata/geneseq/geneseqn/NA1993.DAT:
15: /cgnl_9/gcgdata/geneseq/geneseqn/NA1994 .DAT:
16: /cgnl_9/gcgdata/geneseq/geneseqn/NA1995.DAT:
17: /cgnl_S/gcgdata/geneseq/geneseqn/NA1996 . DAT:
18: /cgnl_9/gcgdata/geneseq/geneseqn/NA1997 .DAT:*
19: /cgnl_9%/gcgdata/geneseq/geneseqn/NA1998 . DAT:*
20: /cgnl_%/gcgdata/geneseq/geneseqn/NA1999 .DAT:*
21: /cgnl_9%/gcgdata/geneseq/geneseqn/NA2000.DAT: *
22: /cgnl_9/gcgdata/geneseq/geneseqn/NA2001 .DAT:*

WONOU & WN =

L N R

Pred. No. is the number of results predicted by chance to have a
score greater than or equal to the score of the result being printed,
and is derived by analysis of the total score distribution.

SUMMARIES
£
Result Query

No. Score Match Length DB ID Description
1 2816 100.0 2816 20 AAz25770 Human p51 encoding
2 2816 100.0 2816 21 AAC66029 Human lung cancer-
3 1376 48.9 2270 20 AAZ25771 "Human p51 encoding
4 1376 48.9 2270 21 AAC66028 Human lung cancer-
5 1364 48.4 4846 21 AAZ43913 Human KET cDNA. H
6 1364 48.4 4849 21 AAC66031 Human lung cancer-
7 1346 47.8 1347 20 AAX58574 Human cell regulat
8 1232 43.8 1551 20 AAX58573 Human cell requlat
9 1232 43.8 1551 21 AAC66033 Human lung cancer-
10 1232 43.8 1926 20 AAX58572 Human cell regulat
11 1218.2 43.3 1452 20 AAX58580 Mouse cell regulat

33 458.6 16.3 2040 18 AAV01499 Mouse pS3 tumour s
34 308 10.9 308 22 AAF25912 Human tumor suppre
35 244.2 8.7 1215 17 AAT32836 Human p53 ECORI-Sa
36 242.6 8.6 1181 16 AAQ97854 Human p53 cDNA. H
37 242.6 8.6 1181 20 AAz27570 Human pS53 coding s
38 242.6 8.6 1181 21 AAA61625 cDNA encoding huma
39 242.6 8.6 1181 21 AAA29399 DNA disclosed in p
40 242.6 8.6 1182 15 AAQ67884 Human p53 DNA. Sy
41 242.6 8.6 1182 17 AAT29719 wWild type p53 gene
42 242.6 8.6 1182 20 AAz08529 Human p53 gene. H
43 242.6 8.6 1185 17 AAT27665 Human p53 gene seq
44 242.6 8.6 1203 17 AAT27663 Human p53 gene seq
45 242.6 8.6 1209 18 AAT86219 - Human p53 protein
ALIGNMENTS

RESULT i

AAZ25770

D AAZ25770 standard; cDNA; 2816 BP.

XX

AC AAZ25770;

XX

DT 07-JAN-2000 (first entry)

XX

DE Human p51 encoding cDNA A.

XX

KW Human; p51; p53 related gene; cell proliferation; regulation; cancer;

KW tumour suppression; diagnosis; ss.

XX

os Homo sapiens.

XX

FH Key Location/Qualifiers

FT CDS 145..1491

FT /*tag= a

FT polyA_signal 2786..2791

FT /*tag= b

XX

PN  WO09950412-Al1.

XX

PD 07-0CT-1999.

XX . )

PF 24-MAR-1999; 99wO-JP01512.

XX

PR 27-MAR-1998; 98JP-0100467.

XX

PA (SAKA ) OTSUKA PHARM CO LTD.

PA (IKAW/) IKAWA Y.

XX

PI Ikawa Y, Ikawa S, Obinata M;

XX
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DR WPI; 1999-591318/50.
DR P-PSDB; AAY45246.
XX
PT New p53 related human gene p51, useful for diagnosis, investigation and
PT treatment of cancers and screening for potential cell proliferation
PT agents -
XX
PS Claim 3; Page 148-151; 163pp; Japanese.
XX
cc The present sequence represents a human pS1 gene, which is related to
cC p53 and has cell proliferation regulation and tumour suppression
cC activity. The p51 gene can be used in the investigation, diagnosis and
cc treatment of diseases such as cancer, with which the p53 family cell
cc proliferation regulation is associated. The pS51 protein may be used for
cc screening potential agonists and antagonists of its regulatory function,
cc for use as drugs,
XX
SQ Sequence 2816 BP; 781 A; 658 C; 619 G; 758 T; 0 other;
Query Match 100.0%; Score 2816; DB 20; Length 2816;
Best Local Similarity 100.0%; Pred. No. O0;
Matches 2816; Conservative 0; Mismatches 0; Indels 0; Gaps 0;
Qy 1 tcgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccaccet 60
11 (R RN R NN AR RN AR ARAAN]] (NARRRRRRRRRREEY!
Db 1 tcgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccaccet 60
Qy 61 acagtactgccctgacccttacatccagcgtttegtagaaacccagetcatttetettgg 120
1 [NRARAR AR NN AR RNRY] FRREVEVELLLR ettt
Db 61 acagtactgccctgaccecttacatccagegtttegtagaaacccageteatttetettgg 120
Qy 121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
[RERRRARARRRERRR! BERRERNS RN RN RN RN RN AR RN RN RN RN
Db 121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
Qy 181 ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcagece 240
il NN RN RN AR AR RN A RN RN RRE (RN RN RRARREAREN
Db 181 ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcagece 240
Qy 241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
R RRRENARARY] ARARERERN AR RN R RN NARN AR (RRN|
Db 241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
Qy 301 agcatggactgtatccgcatgcaggactcggacctgagtgacccecatgtggeccacagtac 360
NN RN R RN RN RN A RN AR A RRNAR AR EY ARREARARARARERERN
Db 301 agcatggactgtatccgcatgcaggactcggacctgagtgaccccatgtggccacagtac 360
Qy 361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctectegtecace 420
RER RN RN R RN RN RN AR RN RRARARE ARRNRNE AN
Db 361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctectegtecace 420
Qy 421 agtccctataacacagaccacgcgcagaacagegtcacggegeectegeectacgcacag 480
LEVLEETRL TELREE I (RN RN AR RN EARY
Db 421 agtccctataacacagaccacgcgcagaacagegtcacggegecctegeectacgcacag 480
Qy 481 cccagcetecaccttegatgctctetetecatcaccegecateccctccaacaccgactac 540
TEETEr [ARERERE! (AN R RN AR RARRNRRERY!
Db 481 cccagctccaccttegatgetctetctecatcaccegecatecectecaacaccgactac 540
Qy 541 ccaggcccegcacagtttegacgtgtecttccagcagtecgagecaccgecaagteggecace 600
PLVRTEETEEEE R eer et AEARRRARRNRANNRANNY!
Db 541 ccaggcccgcacagtttegacgtgtecttecagecagtegagecaccgecaagteggecace 600
Qy 601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccate 660
ARARRRAREAR] IRERRRRNAN] [RARRNNNY FECTEErrrrrrenenen
Db 601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgecccate 660
Qy 661 cagatcaaggtgatgaccccacctcctcagggagetgttatccgegecatgecctgtctac 720
NN AR RN RN RN RN AR RN] [RERARARRRRRERRARARY
Db 661 cagatcaaggtgatgaccccacctectcagggagetgttatcecgegecatgeetgtectac 720
Qy 721 aaaaaagctgagcacgtcacggaggtggtgaagcggtgecccaaccatgagetgageegt 780

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

us-09-670-568b-2.rng

721
781
781
841
841
901
901
961

1021
1021
1081
1081
1141
1141
1201
1201
1261
1261
1321
1321
1381
1381
1441
1441
1501
1501
1561
1561
1621
1621
1681
1681
1741
1741
1801

(RN RN NN R RN RN R RN AR AR RN NE] [RRRERERR
aaaaaagctgagcacgtcacggaggtggtgaageggtgecccaaccatgagetgageegt

gaattcaacgagggacagattgcccctcctagtcatttgattcgagtagaggggaacage

PULERELECR et NS RNERRY| ISRRARRY [RERSRARN!
gaattcaacgagggacagattgccectectagtcatttgattcgagtagaggggaacage

catgcccagtatgtagaagatcccatcacaggaagacagagtgtgetggtaccttatgag

FEVEPET T e R e e e e e e e et e e e e
catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag

ccaccccaggttggcactgaattcacgacagtecttgtacaatttcatgtgtaacagcagt

RERRRENRRE TEELEREErr e eertnetnt [RARERREA]
ccaccccaggttggcactgaattcacgacagtettgtacaatttcatgtgtaacagcagt

tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat

ARARERERY PO ARERERE IAEARRRE ARANANEN
tgtgttggagggatgaaccgccgtecaattttaatcattgttactctggaaaccagagat

gggcaagtcectgggcecgacgetgctttgaggeceggatetgtgettgeccaggaagagac
RS AR N RN AR RN RN R RN RRRRRRAREARARANY
gggcaagtcctgggcecgacgctgctttgaggeceggatctgtgettgeccaggaagagac

aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt
BENER R RN RN NN RN RN RN RN RN AR AR RRARNRRNANAE
aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt

gatggtacgaagcgcccgtttegtcagaacacacatggtatccagatgacatccatcaag
[NERRERERY] AR RN R RN RN R R RN NN RN RN RN RN RNA Y
gatggtacgaagcgcccgtttegtcagaacacacatggtatccagatgacatccatcaag

aaacgaagatccccagatgatgaactgttatacttaccagtgaggggecgtgagacttat

PORCLETER R eerertrerrerering (NURNRREN] Lerereree
aaacgaagatccccagatgatgaactgttatacttaccagtgaggggecgtgagacttat

gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcageacaca
PEETECEEEEE et ettt bt b e et e e b e et e
gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcctecagcacaca

attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatcte
[ARERRRRA] [RRRRRARE| [RERE RN AR RRA N e
attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatcte

ctttcagcctgcttcaggaatgagcttgtggagcccecggagagaaactccaaaacaatcet
AN NN R RN R AR R NN RN R RN A RN AR RN R NARARAN
ctttcagcctgcttcaggaatgagecttgtggagccccggagagaaactccaaaacaatcet

mmo@ﬁomHOﬁﬁﬁwmNQWﬁnnommmooonommwnnwmﬁommnmnmnoomnm@mQOQOﬂmﬁn

(NN RN RR RN RN (ARARENARRRNRRRRNARY
gacgtcttctttagacattccaagcecccaaacegatcagtgtacccatagageectate

tctatattttaagtgtgtgtgttgtatttccatgtgtatatgtgagtgtgtgtgtgtgta
ANRNRN! [RERERENI (NARRARE!
tctatattttaagtgtgtgtgttgtatticcatgtgtatatgtgagtgtgtgtgtgtgta

tgtgtgtgcgtgtgtatctagccctcataaacaggacttgaagacactttggctcagaga
[RERARN PEVEREEETEEreerererertrrererererseareeretnt
tgtgtgtgegtgtgtatctageectcataaacaggacttgaagacactttggetcagaga

cccaactgctcaaaggcacaaagccactagtgagagaatcttttgaagggactcaaacct

PEEEEERER R b e e et e rer eyttt et et
cccaactgctcaaaggcacaaagccactagtgagagaatettttgaagggactcaaacct

ttacaagaaaggatgttttectgcagattttgtatccttagaceggeccattggtgggtgag

(RN RN RN RN R AR R R RN AR RN RN AR AN AR AR AR RR AT
ttacaagaaaggatgttttctgecagattttgtatccttagaccggecattggtgggtgag

gaaccactgtgtttgtctgtgagetttctgttgtttcctgggagggaggggtcaggtggg

(RN R RN R N RN R AR R R NN RN RN RN A RN AR RN D] (RA
gaaccactgtgtttgtctgtgagctttctgttgtttcctgggagggaggggtcaggtggg

gaaaggggcattaagatgtttattggaacccttttctgtettettetgttgtttttctaa
FELEERPREY Rttt FEECTEYERE eyl (AR]

Page 2

780

840

840

900

900

960

960

1020
1020
1080
1080
1140
1140
1200
1200
1260
1260
1320
1320
1380
1380
1440
1440
1500
1500
1560
1560
1620
1620
1680
1680
1740
1740
1800
1800
1860
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gaaaggggcattaagatgtttattggaacccttttetgtcttettetgttgtttttctaa 1860

aattcacagggaagcttttgagcaggtctcaaacttaagatgtctttttaagaaaaggag 1920

BAEERRNRN LR [ERARRRN] [NEERERRR) [ARARARY]
aattcacagggaagcttttgagcaggtctcaaacttaagatgtctttttaagaaaaggag 1920

aaaaaagttgttattgtctgtgcataagtaagttgtaggtgactgagagactcagtcaga 1980
PEEERTELE AR AR AR RN RN R AR A RN A AR RN AR R RA RN NE]
aaaaaagttgttattgtctgtgcataagtaagttgtaggtgactgagagactcagtcaga 1980

cccttttaatgectggtcatgtaataatattgcaagtagtaagaaacgaaggtgtcaagtg 2040
(NN RN RN LRIV R e e et ety
cccttttaatgctggtcatgtaataatattgcaagtagtaagaaacgaaggtgtcaagtg 2040

nmonmonamonmmommmmﬁmmﬂnmnnwnomamm@nmwnomwnﬁﬁnonaomﬁmmmmmoﬁno 2100
[ARRRRRRRN RN RN RN R R RN RN R ERR AR AR ARER AR
tactgctgggcagcgaggtgatcattaccaaaagtaatcaactttgtgggtggagagttc 2100

tttgtgagaacttgcattatttgtgtccteccectcatgtgtaggtagaacatttettaat 2160

[NERRERNNT] RN RN R RN AR AR RN R RRR AR RRARN [NARERRE)
tttgtgagaacttgcattatttgtgtecteccctcatgtgtaggtagaacatttecttaat 2160

gctgtgtacctgectctgecactgtatgttggecatetgttatgectaaagtttttcttgta 2220
(NRRRRRNRE RN R RN R RRE R R AR AR AR RN [ERRRRRN
gctgtgtacctgcctctgecactgtatgttggcatctgttatgectaaagtttttcttgta 2220

catgaaaccctggaagacctactacaaaaaaactgttgtttggcccccatagcaggtgaa 2280

FEVEERERTRIR D e et FORRERETREer et rerererernnntl
catgaaaccctggaagacctactacaaaaaaactgttgtttggeccccatagcaggtgaa 2280

ctcattttgtgcttttaatagaaagacaaatccaccccagtaatattgecccttacgtagt 2340
THERTETEET R e [RRARARARE ARRRARAR] [ARARAN|
ctcattttgtgcttttaatagaaagacaaatccaccccagtaatattgcccttacgtagt 2340

tgtttaccattattcaaagctcaaaatagaatttgaagccctctcacaaaatctgtgatt 2400

FEErreetn (NRRRRRRN [RARRRRNE FEELETTEI [ARANEN!
tgtttaccattattcaaagctcaaaatagaatttgaagccctctcacaaaatctgtgatt 2400

aatttgcttaattagagcttctatcectcaagectacctaccataaaaccagccatatta 2460
IARRRERNRN] (RN NN R RN RN AR R R R RN AR RN R R R NY]
aatttgcttaattagagcttctatccctcaagecctacctaccataaaaccagccatatta 2460

ctgatactgttcagtgcatttagccaggagacttacgttttgagtaagtgagatccaage 2520
[ARRERRAERN FRCLEERTELLer ettt [EAEARARENRRARRRRARE
ctgatactgttcagtgcatttagccaggagacttacgttttgagtaagtgagatccaagec 2520

agacgtgttaaaatcagcactcctggactggaaattaaagattgaaagggtagactactt 2580
(AENRARNNNN (NN AR RN RN RNNRA RN (NARRRRNRY [RERRAN
agacgtgttaaaatcagcactcctggactggaaattaaagattgaaagggtagactactt 2580

ttcttttttttactcaaaagtttagagaatctetgtttctttccattttaaaaacatatt 2640

[ARRARRARRNE PEEErErrrerrererr e erererrrrreerenh [NERARR
ttcttttttttactcaaaagtttagagaatctectgtttetttccattttaaaaacatatt 2640

ttaagataatagcataaagactttaaaaatgttcctececctecatetteccacacccagt 2700
PEETETERR VbR e bbb e bbbt e et
ttaagataatagcataaagactttaaaaatgttectccectecatctteccacacccagt 2700

caccagcactgtattttctgtcaccaagacaatgatttettgttattgaggctgttgett 2760

(ERNNRRERE] (ARRRARAR INERRRRRN IRERRARAN] [NERER!
caccagcactgtattttctgtcaccaagacaatgatttcttgttattgaggetgttgett 2760

ttgtggatgtgtgattttaattttcaataaacttttgcatcttggtttaaaagaaa 2816

ARERERNRN] FPEETEREEY R EREr ety
ttgtggatgtgtgattttaattttcaataaacttttgcatcttggtttaaaagaaa 2816

AAC66029 standard; cDNA; 2816 BP.

Db 1801
Qy 1861
Db 1861
Qy 1921
Db 1921
Qy 1981
Db 1981
Qy 2041
Db 2041
Qy 2101
Db 2101
Qy 2161
Db 2161
Qy 2221
Db 2221
Qy 2281
Db 2281
Qy 2341
Db 2341
Qy 2401
Db 2401
Qy 2461
Db 2461
Qy 2521
Db 2521
Oy .2581
Db 2581
Qy 2641
Db 2641
oy 2701
Db 2701
Qy 2761
Db 2761
RESULT
AAC66029
ID

XX

AC

XX

AAC66029;

DT
XX
DE
XX
KW
Kw
XX
os
XX
PN
XX
PD
XX
PF
XX
PR
PR
PR
PR
PR
XX
PA
XX
PI
XX
DR
DR
XX
PT
PT
PT
XX
PS
XX
CcC
cc
cc
cC
cc
cc

cc
cc
cc
cc
XX
50

Qy

21-FEB-2001 (first entry)
Human lung cancer-associated cDNA p63 isoform 3.
Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;
vaccine; detection; ss.
Homo sapiens.
W0200061612-A2. ’
19-0CT-2000.
03-APR-2000; 2000WO-US08896.
02-APR-1999;  99US-0285479.
17-DEC-1999; 990US5-0466396.
30-DEC-1999; 990S-0476496.
10-JAN-2000; 2000US-0480884.
22-FEB-2000; 20000S-0510376.
(CORI-) CORIXA CORP.
Wang T, Fan L;
WPI; 2000-628399/60.
P-PSDB; AAB11359.
Isolated polypeptide comprising an immunogenic portion of a lung tumor
protein is used for detecting and monitoring progression of lung cancer
in a patient -
Claim 25a; Page 238-239; 261pp; English.
This invention describes a novel isolated polypeptide (I) which
comprising an immunogenic portion of a lung tumor protein or variant (P2)
which have cytostatic activity. The polypeptides and polynucleotides are
used in compositions and vaccines to inhibit the development of cancer,
especially lung cancer, in a patient. Methods described in the invention
can be used to monitor the progression of a cancer by carrying out the
detection at subsequent time points and comparing the results from the
different time points. CD4+ and/or CD8+ T-Cells isclated from a patient
are treated with P2, polynucleotides encoding P2 or antigen presenting
cells expressing P2 and then administered to the patient to inhibit
development of cancer.
Sequence 2816 BP; 781 A; 658 C; 619 G; 758 T; 0 other;

Query Match 100.0%; Score 2816; DB 21; Length 2816;

Best Local Similarity 100.0%; Pred. No. 0;

Matches 2816; Conservative 0; Mismatches 0; Indels 0; Gaps 0;

1 tcgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccacect 60

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

TEEVEREREN e et e e e e e b e e e ey rerereitnd
1 tcgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccaccct 60

61 acagtactgccctgacccttacatccagegtttcgtagaaacccagetcatttctettgg 120
PEVETETETEr el PERELELETEI e e re ey
61 acagtactgccctgacccttacatccagegtttcgtagaaacccagctcatttectettgg 120

121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
(AR RN R AR AR N A A R AR A RN AR RN E RN NEARAEARY|
121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180

181 ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcagece 240

IARARNRNN| (RRRRRREN (ARARARARRRRNRERNREE (NRARERARNN
181 ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcageece 240

241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
(NRRRRRNN] (RARERNN ELVrererererererrrn [RENRRRERE
241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300




Qy
Db
Qy
bb
Qy
Db
Qy
Db
Qy
bb
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy
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301
301
361
361
421
421
481
481
541
541
601
601
661
661
721
721
781
781
841
841
901
901
961
961
1021
1021
1081
1081
1141
1141
1201
1201
1261
1261
1321
1321

1381

8 08:03:30 2001

agcatggactgtatccgcatgcaggactcggacctgagtgaccccatgtggccacagtac
| INARRRRNN [AERRRRN] (ARERERE (RRREREN [ARERRAN!
agcatggactgtatccgcatgcaggactcggacctgagtgacccecatgtggccacagtac

acgaacctggggctcectgaacagcatggaccagcagattcagaacggctectegtecace
PEELRLIETN et TETETEI (ARARRRE [NERARE
acgaacctggggctectgaacagcatggaccagcagattcagaacggctectegtecace

agtccctataacacagaccacgcgcagaacagegtcacggcgcecctcgecctacgcacag
(AR AR RN RN RN ARAEEREY TELELET [ARRRER

agtccctataacacagaccacgcgcagaacagegtcacggegecctegecectacgcacag

cccagctcecaccttegatgctetetetecatcacceegecateccctecaacaccgactac
PEELRLIE b et e i b bt b bbb
cccagcetecaccttegatgetetetetecatcaccecgecateecectecaacaccgactac

ccaggceccgceacagtttegacgtgtecttecagcagtegagcaccgecaagteggecace
(RN AR RN RN R RA RN RN [RERERRAN! (RERERNRRNRRERRA A
ccaggcccgcacagtttcgacgtgtecttecagecagtegagcaccgccaagteggecace

tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccate
I TREEVEE I TR E TEersry t e e el [RENER
tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgecccate

cagatcaaggtgatgaccccacctectcagggagctgttatcecgegecatgectgtetac
(ERRR AR AR RN RN RN R AR RN AR AR RN [RARARRRRRRRNRARE
cagatcaaggtgatgaccccacctcectecagggagctgttatcecgegecatgectgtetace

aaaaaagctgagcacgtcacggaggtggtgaageggtgceccaaccatgagectgageegt
(AN FLETEEEEE e errrere eyt e erererenid
aaaaaagctgagcacgtcacggaggtggtgaageggtgccccaaccatgagectgagecgt

gaattcaacgagggacagattgcccctectagtecatttgattcgagtagaggggaacagce
PEEErerinerent TOLRERVEEERE Rt e ererererdnd
gaattcaacgagggacagattgcccctectagtcatttgattcgagtagaggggaacage

catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag
1 (RERRN RN RN AR AR RN R AR AR RN R ARERRNRNARE
catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag

ccaccccaggttggcactgaattcacgacagtcttgtacaatttecatgtgtaacagcagt

[RARRRRARRRRRR AR (NEARARARI PEETE syl
ccaccccaggttggcactgaattcacgacagtettgtacaatttcatgtgtaacagcagt

tgtgttggagggatgaaccgccgteccaattttaatcattgttactctggaaaccagagat
AR RN RE R AR AR R R AR AR N R RN AR EE RN RN R RN Y
tgtgttggagggatgaaccgccgtccaattttaatcattgttactectggaaaccagagat

maonmmmﬁonﬁmamooamnunnmonnnommmnnnmanonodonﬁﬁoonowwommomamn
(NN RRR R ARARRR] AR RN RN AR AR AR AR AR RRNRNARE!
gggcaagtcctgggcecgacgetgctttgaggeccggatetgtgettgeccaggaagagac

aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt
(NRR RN RRARRN] PECELETRIA T it e v rere sty
aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt

gatggtacgaagcgcccgtttegtcagaacacacatggtatccagatgacatccatcaag

AR AR AR AR AR AR AR RN AR RN (RRNR AR RE AR AR RR AR RN REER
gatggtacgaagcgccegtttcegtcagaacacacatggtatccagatgacatcecatcaag

aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat
POELRTERET R R T e et e e e e e e e erg e
aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat

gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacaca
(RERERE R R AR NN E R R RN RN R RN AR AR RN [RERERERRURRN]
gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacaca

attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatcte

(NARERN AREARRARARRARRARNRRE T (RARRERN
attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatcte

ctttcagcctgecttcaggaatgagecttgtggagcceccggagagaaactccaaaacaatet

us-09-670-568b-2.rng

360
360
420
420
480
480
540
540
600
600
660
660
720
720
780
780
840
840
900
200
960
960
1020
1020
1080
1080
1140
1140
1200
1200
1260
1260
1320
1320
1380
1380
1440

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
ay
Db

Qy

1381
1441
1441
1501
1501
1561
1561
1621
1621
1681
1681
1741
1741
1801
1801
1861

1861

mew
1921
1981
1981

2041

2041

2101
2101
2161
2161
2221

2221

2281
2281
2341
2341
2401
2401

2461

BIRINE

AR RN RN RN RRN Y [RRRRERN (ARENNY (RN
ctttcagcctgcttcaggaatgagecttgtggagccccggagagaaactccaaaacaatet

gacgtcttctttagacattccaagcccccaaaccgatcagtgtacccatagagecctate
TEVTEER AT et et ettt et [NEEN
gacgtcttctttagacattccaagcccccaaaccgatcagtgtacccatagagecctate

tctatattttaagtgtgtgtgttgtatttccatgtgtatatgtgagtgtgtgtgtgtgta
P rrererererereerrerererersreesrrrern
tctatattttaagtgtgtgtgttgtatttccatgtgtatatgtgagtgtgtgtgtgtgta

tgtgtgtgcgtgtgtatctageccctcataaacaggacttgaagacactttggetcagaga
TEVEreend Prerrrrerererterrrriereenen
tgtgtgtgegtgtgtatctagececctcataaacaggacttgaagacactttggectcagaga

cccaactgctcaaaggcacaaagccactagtgagagaatcttttgaagggactcaaacct

PUELELETRE T et et e e e ey eyl
cccaactgctcaaaggcacaaagccactagtgagagaatcttttgaagggactcaaacct

ttacaagaaaggatgttttctgcagattttgtatccttagaccggccattggtgggtgag
RN RN RN RN RN RN R R AR AR RN RN RN NN
ttacaagaaaggatgttttctgcagattttgtatccttagaccggccattggtgggtgag

gaaccactgtgtttgtctgtgagetttctgttgtttecctgggagggaggggtcaggtggg
FOLCEELET et et ettt et et
gaaccactgtgtttgtctgtgagctttctgttgtttcctgggagggaggggtcaggtggg

gaaaggggcattaagatgtttattggaacccttttetgtettettetgttgtttttctaa

(AR RN R A RN AR AN RN Ry LEEErererrrerrrer el
gaaaggggcattaagatgtttattggaacccttttctgtettettetgttgtttttctaa

aattcacagggaagcttttgagcaggtctcaaacttaagatgtctttttaagaaaaggag

POVCEETEEE bbb erervrerererrrenererere el
aattcacagggaagcttttgagcaggtctcaaacttaagatgtctttttaagaaaaggag

aaaaaagttgttattgtctgtgcataagtaagttgtaggtgactgagagactcagtcaga
RN RER] (AR RN R RN A RA RN AR [ARRARARRERERE
aaaaaagttgttattgtctgtgcataagtaagttgtaggtgactgagagactcagtcaga

cccttttaatgctggtcatgtaataatattgcaagtagtaagaaacgaaggtgtcaagtg

RN RN RN AR RN RN A RN AR RN RN AR AR AR RN ARERRRA AN
ccettttaatgetggtcatgtaataatattgcaagtagtaagaaacgaaggtgtcaagtg

tactgctgggcagcgaggtgatcattaccaaaagtaatcaactttgtgggtggagagtte
ARRRRARE PECSTE e ety rerererer e e erer et 14
tactgctgggcagcgaggtgatcattaccaaaagtaatcaactttgtgggtggagagttc

tttgtgagaacttgcattatttgtgtecctcccctcatgtgtaggtagaacatttcttaat

PELELTLETer ettt rerinrreryrererererent
tttgtgagaacttgcattatttgtgtccteccectcatgtgtaggtagaacatttettaat

gctgtgtacctgectetgecactgtatgttggecatctgttatgcetaaagttiticttgta
AR RA R RN AR AR AR A R R R RN RN RN (AR RN R RA AR RN RRAnE
gctgtgtacctgectcetgecactgtatgttggcatctgttatgctaaagtttttcttgta

catgaaaccctggaagacctactacaaaaaaactgttgtttggcccccatagcaggtgaa
[RENRRARARARANERNRRRRR (NRRAR AR R RN RN AN RN RNy
catgaaaccctggaagacctactacaaaaaaactgttgtttggcccccatagcaggtgaa

ctcattttgtgcttttaatagaaagacaaatccaccccagtaatattgcccttacgtagt

PELELEEET TRt i e i v b e e e e ey i i g
ctcattttgtgcttttaatagaaagacaaatccaccccagtaatattgecccttacgtagt

tgtttaccattattcaaagctcaaaatagaatttgaagcectctcacaaaatctgtgatt
(NARRENN (RERNERE! (NERRR RN NN RN AR AR AR RNy
nmnﬂnmonmﬁﬁmﬂﬁommmonﬁoummmnmommnnﬂmmmonoonoaowommmmﬁOﬂwﬁmmﬁn

mwﬂﬁﬁ@ﬁﬁﬁwmﬁﬁmﬂmﬁnﬁﬁoGWHOOOﬂomWOOOﬁﬁOOﬁWDOQHWWWWOON@OOWﬂmﬂﬂw

SRR RA AR ARARARERRRRRRARY (ARRAR AR RN RRRRAR
aatttgcttaattagagcttctatccctcaagcctacctaccataaaaccageccatatta

ctgatactgttcagtgcatttagccaggagacttacgttttgagtaagtgagatccaagc
PECLETERErrrererererersrirresrsl (ARNRRAR [(NRRRRRARY]

Page 4
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1500
1560
1560
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1620
1680
1680
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1800
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Db 2461 ctgatactgttcagtgcatttageccaggagacttacgttttgagtaagtgagatccaage 2520

Qy 2521 agacgtgttaaaatcagcactcctggactggaaattaaagattgaaagggtagactactt 2580
PERRERERVRERE Y e e [NAREARARARERRRARERE

Db 2521 agacgtgttaaaatcagcactcctggactggaaattaaagattgaaagggtagactactt 2580

Qy 2581 ttcttttttttactcaaaagtttagagaatctctgtttctttccattttaaaaacatatt 2640
[AE AR R AR R RN ARR RN [ARRRRERR] [RERARENR! [ARRRN

Db 2581 ttcttttttttactcaaaagtttagagaatctctgtttctttccattttaaaaacatatt 2640

Qy 2641 ttaagataatagcataaagactttaaaaatgttccteccctecatcettcccacaccecagt 2700
[AARRERNRN] RERRARNY [NARERENA! EERRARERR RN NNy

Db 2641 ttaagataatagcataaagactttaaaaatgttcctcccctecatctteccacacccagt 2700

Qy 2701 caccagcactgtattttctgtcaccaagacaatgatttcttgttattgaggctgttgett 2760
ARR AR RN RN RN [RREREN

Db 2701 caccagcactgtattttctgtcaccaagacaatgatttcttgttattgaggctgttgett 2760

Qy 2761 ttgtggatgtgtgattttaattttcaataaacttttgcatcttggtttaaaagaaa 2816
PEELEVETEL [ARRRRRARN] PLVEREEELET et

Db 2761 ttgtggatgtgtgattttaattttcaataaacttttgcatcttggtttaaaagaaa 2816

RESULT 3

AAZ25771

ID AAZ25771 standard; cDNA; 2270 BP.

XX

AC AAZ25771;

XX

DT 07-JAN-2000 (first entry)

XX

DE Human p51 encoding cDNA B.

XX

KW Human; p51; p53 related gene; cell proliferation; regulation; cancer;

KW tumour suppression; diagnosis; ss.

XX

(o} Homo sapiens.

XX

FH Key Location/Qualifiers

FT CDS 145..2070 :

FT /*tag= a

XX

PN  WO09950412-Al1.

XX

PD 07-0CT-1999.

XX

PF 24-MAR-1999; 99WO-JP01512.

XX

PR 27-MAR-1998; 98JP-0100467.

XX

“PA (SAKA ) OTSUKA PHARM CO LTD.

PA (IKAW/) IKAWA Y. .

XX

PI Ikawa Y, Ikawa S, Obinata M;

XX

DR WPI; 1999-591318/50.

DR P-PSDB; AAY45247.

XX

PT New p53 related human gene p51, useful for diagnosis, investigation and

PT treatment of cancers and screening for potential cell proliferation

PT agents -

XX

PS Example 1; Page 154-156; 163pp; Japanese.

XX

cc The present sequence represents a human p51 gene, which is related to

cc p53 and has cell proliferation regulation and tumour suppression

oo} activity. The p51 gene can be used in the investigation, diagnosis and

cc treatment of diseases such as cancer, with which the p53 family cell

cc proliferation regulation is assoclated. The p51 protein may be used for

cc screening potential agonists and antagonists of its regulatory function,

cc for use as drugs,

XX

sQ Sequence 2270 BP; 595 A; 677 C; 500 G; 498 T; O other;

Page 5
Query Match 48.9%; Score 1376; DB 20; Length 2270;
Best Local Similarity 100.0%; Pred. No. 0;
Matches 1376; Conservative 0; Mismatches 0; 1Indels 0:; Gaps 0;
Qy 1 tcgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccaccct 60
[ARRRRRARAR (ARRRRRN [ARRRRRRA [ARRRERA [NRRNRRE
Db 1 tcgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccaccct 60
Qy 61 acagtactgccctgacccttacatccagegtttegtagaaacccagetcatttetettgg 120
PRETERES Rt ety v e re e et e rer e errind [EERERREE
Db 61 acagtactgccctgacccttacatccagcgtttegtagaaacccagetcatttetettgg 120
Qy 121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
FEEEERETererrryrnrrrent [RERA AR AR RN RN AR RN RN
Db 121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
Qy 181 ccagaggttttccagcatatctgggattttctggaacagecctatatgttcagttcageee 240
POARLET R ee b e e e b e bbb e i e r e e ey et
Db 181 ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcageee 240
Qy 241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
PEErreyrerrererirtrieerererrerererereetrerrerrrerrer el
Db 241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
Qy 301 agcatggactgtatccgcatgcaggactecggacctgagtgaccccatgtggeccacagtac 360
[RRRRRRER [ARRRARAR! [RERARAN] [ARRRARN] [(ARRREN
Db 301 agcatggactgtatccgcatgcaggactcggacctgagtgaccccatgtggccacagtac 360
Qy 361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggcetectegtecace 420
TEEEEETE IANRRRRAN] [RERARRN] [(ARRRRRN] [RRRRER
Db 361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctcctegtecace 420
Qy 421 agtccctataacacagaccacgcgcagaacagcgtcacggcgccctegecctacgcacag 480
PETETEIR LR et re eyt [REREERERARRREERRREY]
Db 421 agtccctataacacagaccacgcgcagaacagcgtcacggcgecctcgecctacgcacag 480
Qy 481 cccagctccaccttegatgctectetcotecatcaccegecateccctecaacacegactac 540
FERCPETEREE e ettt r e e vt ererererentd
Db 481 cccagctccaccttcgatgctctctctecatcaccegcecateccctecaacaccgactac 540
Qy 541 ccaggcccgcacagtttegacgtgtecttecagecagtegagecaccgeccaagteggecace 600
PECETEEET R e et e e e e e b e e r e e ey e
Db 541 ccaggcccgcacagtttcgacgtgtccttccagcagtegagcaccgecaagteggecace 600
Qy 601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccatc 660
[RRRRRRRRNRN] RO rerererererererett TETEVEerererrrrerent
Db 601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccate 660
Qy 661 cagatcaaggtgatgaccccacctcctcagggagctgttateecgegecatgectgtctac 720
[ARRRARA] INERRNNNN (ARRRRREN [ARRERRN] [RERARA
Db 661 cagatcaaggtgatgaccccacctcctcagggagctgttatcecgegecatgectgtctac 720
Qy 721 aaaaaagctgagcacgtcacggaggtggtgaagceggtgecccaaccatgagetgageegt 780
TCLCLETErErere e erp e e rvevere e [RRRRER
Db 721 aaaaaagctgagcacgtcacggaggtggtgaagcggtgccccaaccatgagctgageegt 780
Qy 781 gaattcaacgagggacagattgcccctectagtcatttgattcgagtagaggggaacage 840
POELTEETE R et PLELEERy el [EARERRN
Db 781 gaattcaacgagggacagattgcccctectagtcatttgattcgagtagaggggaacage 840
Qy 841 catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag 900
[RERRRRRARY PEERErdrer i rbrerrbndrerbrerrrernrm et
Db 841 catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag 900
Qy 901 ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt 960
PEEETETEr et et ettt TETVEETETRE i trernnd
Db 901 ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt 960
Qy 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat 1020
TERRERETER RS T e b v e bbbt eertend
Db 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactectggaaaccagagat 1020
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Qy 1021 Qomnmwmﬁooﬁncanommomnn@nﬁnnmmwooonmmmnnnmnwoﬁnmooomammmmmmmo 1080
VLRI b i et PEVULELERR LR Ery

Db 1021 QamnmmmnnnnmeOOQNOQOﬂmOﬁnnomomoooomwﬁOﬁmﬁwOﬁﬁmnnommmmmmmmmo 1080

Qy 1081 mmmwmmmommmﬁmmmmmnmmomﬁommmmmmowoommmﬁnnomomomonmnmwmommnmwﬂ 1140
AR RRRRART [ARRRRRRE! (RENRENN PEVLLEVERELA bt

Db 1081 mmmmmmmomomﬁamm@mﬂmnnmﬁnmmmmmmnmmnmmmnnﬂnmmmommnmommmmmmomaﬁ 1140

Qy 1141 mmnamﬁmoammmoaooowﬁnﬂomﬁnw@mmomomnmﬁoonmnonmmmﬁomnmﬁoomﬁomma 1200
(AR AR RN RN RN NY (RERRRRAE! e [ARARARARERR

Db 1141 mmﬁmmnmommmmnmnnnmﬁnﬁomﬁowmmmomowomﬁmmnmnoomownmwnmﬁnomnnmwa 1200

Qy 1201 mmmoommmmnnooomnmﬁomnnmwnnmnﬁmﬁwnnﬂmonmmﬁmmmuomnnmnommmnnﬂmn 1260
[RERERNY [REARRRNR (AENRRER! PELELELELEIenent |

Db 1201 aaacgaagatccccagatgatgaactgttatac taccagtgaggggccgtgagacttat 1260

Qy- 1261 mmmmﬁonnmnnmumwmﬁowmmwwonooonmmwwnﬁommmnmaﬁmoonnocﬁnmmomomom 1320
SN NN AR R RN RN NN N RN RN Y [ARRRARER! Il

Db 1261 mmmmnnnnmnﬁmmmmmnommmmmunnnoﬁwmmwonomnmnmmﬂmonnﬁonﬂnmmnmnmom 1320

Qy 1321 mnﬁmmmwomﬁmnmmaommnwanmmommommnmoomonmonmonﬁmOﬂﬁnmommmom 1376
(SRR RN RN ARNRE [ARARAEY! [RERRARNRRRARERREARERY

Db 1321 mnﬂmmmunmﬁwnmmmnmmnmmommommommnwmomoommnmownmnnﬁommmmmom 1376

RESULT 4

AAC66028

D AAC66028 standard; cDNA; 2270 BP.

XX

AC AAC66028;

XX

DT 21-FEB-2001 (first entry)

XX

DE Human lung cancer-associated cDNA p63 isoform 2.

XX

Kw Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;

KW vaccine; detection; ss.

XX

[o}] Homo sapiens.

XX

PN W0200061612-A2.

XX

PD 19-0CT-2000.

XX

PF 03-APR-2000; 2000WO-US08896.

XX

PR 02-APR-1999; 99US-0285479.

PR 17-DEC-1999; 99US-0466396.

PR 30-DEC-1999; 990US-0476496.

PR 10-JAN-2000; 2000US-0480884.

PR 22-FEB-2000; 2000US-0510376.

XX

PA (CORI-) CORIXA CORP.

XX

PI Wang T, Fan L;

XX

DR WPI; 2000-628399/60.

DR P-PSDB; AAB11358.

XX

PT Isolated polypeptide comprising an immunogenic portion of a lung tumor

PT protein is used for detecting and monitoring progression of lung cancer

PT in a patient -

XX

PS Claim 25a; Page 237-238; 261lpp; English.

XX

cC This invention describes a novel isolated polypeptide (I) which

cC comprising an immunogenic portion of a lung tumor protein or variant (p2)

cc which have cytostatic activity. The polypeptides and polynucleotides are

[olo] used in compositions and vaccines to inhibit the development of cancer,

cc especially lung cancer, in a patient. Methods described in the invention

cc can be used to monitor the progression of a cancer by carrying out the

cc detection at subsequent time points and comparing the results from the

-

us-09-670-568b-2.rng
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cC different time points. CD4+ and/or CD8+ T-Cells isolated from a patient
cc are treated with P2, polynucleotides encoding P2 or antigen presenting
cc cells expressing P2 and then administered to the patient to inhibit
cC development of cancer.
XX
SQ Sequence 2270 BP; 595 A; 676 C; 501 G; 498 T; 0 other;
Query Match 48.9%; Score 1376; DB 21; Length 2270;
Best Local Similarity 100.0%; Pred. No. 0;
Matches 1376; Conservative 0; Mismatches 0; Indels 0; Gaps
Qy 1 nomﬁﬁomnmnommmomnmmnﬁwmmoommmwmmmﬂﬁnﬁommmOHnomoomnmnmonmnnon 60
VILETEVEREREE R o e e b et ARAEARARARAN]
Db 1 nomnﬁomﬂmmnmmmmmommnﬁommommmmﬁommﬁnﬁnommmownnmomonmﬁooomnnon 60
Qy 61 mnwanWOﬁQonnnmmonnﬁﬁmowﬁnommnmnnﬂnmnmmmmmoonmmnﬁomﬂnnOHOﬁﬁmo 120
FEEETE O R R O e i et e (RANRRAN!
Db 61 mnmmnmoﬁ@OOOﬁmmooownmomnnomononmnooﬁwmmmmooomcnﬂowanﬂonnnnmw 120
Qy 121 mmmommmmﬁﬁmnnmoommnonmonmnmnooommmmownwnwmmOWmmﬁmmmmﬁoonom@ﬁ 180
(ER RN RN RN AR RN (RERRRRARRRRARNNANR |
Db 121 mmmwmmm@ﬁﬁwnﬁmonmmﬁoomnnmﬂmnooommmmownmommwnmmmﬁmmmnnoonnmmn 180
Qy 181 oommm@mﬁnﬁnonmwomﬁmﬁ0ﬂmmomwnnnonmmmmommnnnwnmnoﬁﬁommnﬁommnnn 240
R RN R R R R R R R RN RN AR A AN ETA AN [AEAREAREERNRND
Db 181 nommmmmdﬁﬁwoommownmﬂonommmnﬁnnOﬁmmmmnmmnonmnmnmﬁﬁommﬁnomaonn 240
Qy 241 mﬁﬁomOﬁmemOﬁnﬂoﬁmmmnmmmnomnnmmmm@mn@mnaommnmmmommmmﬁﬂmmamnﬁ 300
FERVERERERTR i v bbb b e e v e i et Il
Db 241 mﬁnmmnnnamwnmﬁn@nmomnmmmoomnommmmomnaonooomnmmmommmmﬁnomamnn 300
Qy 301 mmomﬂmmmnmmnmnonoomﬁonwmmmnnommmnonowonmmoooomnanmmoomnmwnmn 360
[ERRRRARARNRAREREEY! BN RN N AR RN RN AN RNy
Db 301 moomﬁmwmonmﬁmﬁooonmﬁ@nmaamnnnmmeOﬁmmaﬁmmonnnmnmﬁwmoomnmwnmn 360
Qy 361 mnawmoowmoa@nnonﬁmmwomaomnmomonmmomamnnomammocmoﬁOOﬁomﬁonwno 420
SRR RN RN R R R R R R R R R A RN AR R AR NN RN RN FEnt
Db 361 momumonnmmmmnﬂonmammnmmnwn@omnnmmnmwmﬁnommmmoomonnnﬁnanoomoo 420
Qy 421 maﬁonnnmnmmomommmoomnmomowmmmowmowncmnmmomnnonooonnnmnwomoma 480
FEEDVEL LR R D e e i e e e e et it
Db 421 mmnQOOﬁmnwmomommmoomoooonmmmmomooonomoaaoononnomoooanQOmomo 480
Qy 481 onnmmonoomnonﬁoomﬁmononoﬁonnowﬁnmoooonomﬁonnonoommnmnnomonmn 540
RN RN RN RN R R R R R RN R AR RN N RN RN (NRNN|
Db 481 ooomaonnomonnaommwmnnowononnnmﬂnmooomnnmnonnononwmnmoomwnnmo 540
Oy 541 oomwmonomomomoﬁwnoomoanoano#noomonm@nnowoomooooommanowooomoo 600
PEERERLRET et tvererned [RERARAN (RRRRRE [ARARR
Db 541 nommuoooaowommnﬁnoomomﬁmnnoﬁﬁoommnmoﬁnam@amooaonmmmnoomaomno 600
Qy 601 ﬁnownoﬁmnwnownnmmmnnommmmmwowonmovmoommmnnmnummmmnmnmoonomno 660
PEPELELELEER i et (AERRARARRRARANRNR
Db 601 nommnaﬁmnnoowonomwnﬁmmmcmmmOﬁonmonmoommmnnoommmmmomﬂmnooomnn 660
Qy 661 ommmﬁomm@mnmmm@mnoonmoonOOﬁommmmmmonoﬁnmnoom0woomﬁaoonmnnnmn 720
(RN RN AR RR RN RN AT PLELEIY FEERErErrerereeret
Db 661 nmawﬁommooﬁammmmonoomonnonﬁommmmmmonmﬁnmﬁnnmomooanGOﬁmﬁnnmn 720
Qy . 721 mmmmmmmon@moomo@nomomomconaoﬁ@mmmom@nQOOQOmmoomnowaonomooomn 780
PEEVERURE T PERCTURERE R ber b et et
Db 721 mmmwmmoommwuomomﬁnmoommmmﬁmonowmmoomncnoonmmoomﬁamoonmmmoooﬁ 780
Qy 781 ammﬁﬁommoomammmommmﬁﬁ@QﬁﬁOﬁoonwmnomnﬂﬂmmﬁﬁn@mmﬂmmmmo@mmmnmmo 840
[ARARRRERERE RN RN R AR RN RN AR R RN RN R RN
Db 781 ammwﬁommo@mcwomom@mnnaoonnﬁoonmmﬁomnnnomnnoomanmmmwamummnmmn 840
Qy 841 omﬁmnonmoﬁmﬁmﬁmmmmmmﬁooowﬁnmomommwamnmommﬁonQOﬁomnwoaﬁﬁmnmmm 900
(AERRRE] N NN AN RN AN N AR R AR
Db 841 omnmooommnmﬂmnmmmwwmnnoomnomomammmmwnwmmmnmﬁmnnmmﬁmoonnmﬁ@mm 900
Qy 901 960

onmoooommoﬁﬁmoomow@mmnnomommnmmnonnonmommnwnomnoﬁonmmnmmommn
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Db 901 ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt 960

Qy 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat 1020
[RARNNRRRE (RN AR RN ARRNN RN (RARRRRNRN IRRRRNN

Db 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat 1020

Qy 1021 gggcaagtcctgggccgacgetgetttgaggeceggatetgtgettgeccaggaagagac 1080
HEHELEEREE ettt et [RERNRRERN [RERARR

Db 1021 gggcaagtcctgggccgacgctgcetttgaggeccggatetgtgettgecccaggaagagac 1080

Qy 1081 aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt 1140
THCLEVERTEL TN b e b et e el (RERERRNRY (IRARERE

Db 1081 aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt 1140

Qy 1141 gatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatcecatcaag 1200
FREERRr R ererenent i e [RRRERAN e

Db 1141 gatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaag 1200

Qy 1201 aaacgaagatccccagatgatgaactgttatacttaccagtgaggggeccgtgagacttat 1260
[ERNNRRARE [HERRRERN] PELETRTEER TR et et

Db 1201 aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat 1260

Qy 1261 gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacaca 1320
TEErEreneny TEIYELETE FETETRIEEN S DA e et

Db 1261 gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagecacaca 1320

Qy 1321 attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376
PETETTELT [RERE AR RN RN R RN AR R RN RN R RN RN

Db 1321 attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376

RESULT 5

AAZ43913

1D AAZ43913 standard; cDNA; 4846 BP.

XX

AC AAZ43913;

XX

DT 14-MAR-2000 (first entry)

XX

DE Human KET cDNA.

XX .

KW KET; anticancer; cell cycle; apoptosis; tumor suppressor; p53 family;

KW p53 family; angiogenic; cytotoxic; cancer; human; ss.

XX

os Homo sapiens.

XX

PN  WO9961610-A2.

XX

PD 02-DEC-1999.

XX

PF 25-MAY-1999; 99WO-DEQ1557 .

XX

PR 25-MAY-1998; 98DE-1022985.

XX

PA (FRAU ) FRAUNHOFER GES FOERDERUNG ANGEWANDTEN.

XX

PI Paul D, Augustin M, Schmale H, Bamberger C;

XX

DR WPI; 2000-062710/05.

DR P-PSDB; AAYS50997.

XX .

PT New KET-encoding nucleic acid and related proteins, for diagnosis and

PT treatment of tumors -

XX

PS Claim 3; Page 23-26; 28pp: German.

XX

cc This invention describes a novel KET-encoding nucleic acid (I) and its

cc fragments, variants and mutants which has anticancer activity. (I)

cc encodes a protein, (II), involved in control of the cell cycle and

cc apoptosis, i.e. (II) is a tumor suppressor protein which belongs to the

cc p53 family. (I), and the polypeptide (II) encoded by it, are used (a) to

cc detect (I) in biological samples, specifically angiogenic tumor tissue,

cC
cc
cc
cc
cc
cc
cc
cc
XX
sQ

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy

Db -

Qy
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including (I) sequences that have a homozygotic deletion and (b) to
detect presence or absence of human chromosome 3q27 or murine chromosome
16, or their fragments, by hybridization. Also, (I) is used as a tumor
suppressor, particularly in tumors where an alteration in the wild-type
p53 allele has not been identified. (I) and (II) may also be used for
development of specific cytotoxic agents and for predicting the risk of

developing cancer. This sequence represents the human KET cDNA sequence
described in the method of the invention.
Sequence 4846 BP; 1372 A; 1077 C; 990 G; 1406 T; 1 other;
Query Match 48.4%; Score 1364; DB 21; Length 4846;
Best Local Similarity 99.9%; Pred. No. 0;
Matches 1375; Conservative 0; Mismatches 0; 1Indels 1; Gaps 1;
2 cgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccacccta 61
FECRERTEEE IR e et e i e r e e ey renyl (RN RN RER R RA RN RREN
1 cgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccacccta 60
62 cagtactgccctgacccttacatccagegtttcgtagaaa-cccagetcatttectettgg 120
FEEVETEEErer ey e et bbbl (B AN AR RN
61 cagtactgccctgacccttacatccagcgtttcgtagaaacccecagetcatttetettgg 120
121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
PRATEEETREY LRt erererereril TErerererrrererriren
121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
181 ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttecageece 240
TEEETETELE] TAEEEEE ettt rer e e ey re ey ryrertend
181 ccagaggttttccagcatatctgggattttctggaacagcctatatgttcagttcageee 240
241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
[ERRRERERNN (RRRRRRN] (ARRRANN] [AERERRE] [ARRRRN
241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
301 agcatggactgtatccgcatgcaggactcggacctgagtgacceccatgtggecacagtac 360
FREPETERTErr et eyttt rererentd FLELEILY [ARANRE!

301 agcatggactgtatccgcatgcaggactcggacctgagtgaccccatgtggecacagtac 360
361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctectegtccace 420
FEELERErtrererereeinenel PECELELETRLEERL et [ARREENE
361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctectegtecace 420
421 agtccctataacacagaccacgcgcagaacagcgtcacggcgecctegeectacgcacag 480
TELRTETE R i et e r ey e e e e e e e et (RENARRN
421 agtccctataacacagaccacgcgcagaacagcgtcacggcgccctcgecctacgcacag 480
481 cccagctecaccttegatgctetctetecatcacccgecatecectecaacaccgactac 540
PERRERRIR TR e e bbb bbb e bbb e e e e el [ARERERE!

481 cccagctccaccttcegatgctctcteteccatcacccgecatecectceccaacaccgactac 540
541 ccaggcccgcacagtttcgacgtgtccttecagcagtcgagcaccgecaagteggecace 600
(ARRRE RN FEOEREEERERerrrrerrtr et [ARERERE!

541 ccaggcccgcacagtttcgacgtgtecttccagcagtecgagecaccgecaagteggecace 600
601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccate 660
[ARRRRRRRNN [RERERRE] TETETRTELE et e e et
601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccate 660
661 cagatcaaggtgatgaccccacctcctcagggagctgttatcegegecatgectgtetac 720
(AERERREERN] TELYLETE [ARARRREN [RERERRN [NRRNRRN
661 cagatcaaggtgatgaccccacctcctcagggagctgttatecgegecatgectgtetac 720
721 aaaaaagctgagcacgtcacggaggtggtgaagcggtgccccaaccatgagctgageecgt 780
(AERERRRERN] [RERRRRN [AERERRN (ARRRRAN [RRERAN
721 aaaaaagctgagcacgtcacggaggtggtgaagcggtgeccccaaccatgagctgageegt 780
781 gaattcaacgagggacagattgcccctectagtcatttgattcgagtagaggggaacage 840
PEELEERRYRET R TELRTETELELER R e e el
781 gaattcaacgagggacagattgcccctcctagtcatttgattcgagtagaggggaacage 840
841 catgcccagtatgtagaagatcccatcacaggaagacagagtgtgetggtaccttatgag 900
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(ERRRERERNN (AERRARR AR RRRRR R AR ANARARARARERRRRANE! XX
Db 841 catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag 900 . PS Claim 25a; Page 240-242; 261pp; English.
XX
Qy 901 ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt 960 cc This invention describes a novel isolated polypeptide (I) which
PIRETELRTTReErerersentd RERRRE RN RRRRRRARNE! NEERERR cc comprising an immunogenic portion of a lung tumor protein or variant (P2)
Db 901 ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt 960 cC which have cytostatic activity. The polypeptides and polynucleotides are
. cC used in compositions and vaccines to inhibit the development of cancer,
Qy 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat 1020 cC especially lung cancer, in a patient. Methods described in the invention
FEEEREETE TR e ey e e e et bbbty et el cC can be used to monitor the progression of a cancer by carrying out the
Db 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat 1020 cC detection at subsequent time points and comparing the results from the
. cC different time points. CD4+ and/or CD8+ T-Cells isolated from a patient
Qy 1021 gggcaagtcctgggecgacgctgctttgaggeceggatetgtgettgeccaggaagagac 1080 ccC are treated with P2, polynucleotides encoding P2 or antigen presenting
[RERRRERAREN (EERAREARAEARRERRRARAR (RERREARARARRRRRARERR cc cells expressing P2 and then administered to the patient to inhibit
Db 1021 gggcaagtcctgggccgacgctgectttgaggecccggatctgtgettgeccaggaagagac 1080 cc development of cancer.
XX
Qy 1081 aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt 1140 SQ Sequence 4849 BP; 1377 A; 1076 C; 988 G; 1407 T; 1 other;
[RRERRRRNARY (AR AR RN AR ERRE RN [RERRRNEE IARENEN
Db 1081 aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt 1140
. Query Match 48.4%; Score 1364; DB 21; Length 4849;
Qy 1141 gatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaag 1200 Best Local Similarity 99.9%; Pred. No. 0;
ARRRRRE] FEETEERELETEr e b e e e ey e et Matches 1375; Conservative 0; Mismatches 0; Indels 1; Gaps 1;
Db 1141 gatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaag 1200
Qy 2 cgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccacccta 61
Qy 1201 aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat 1260 RN R R RN RN R RN AR R RN R RN R R AR RN AR RN RN RN
FELRTETVEA LR E el (RERRRRARE [RERERRRARARERRRRAN Db 1 cgttgatatcaaagacagttgaaggaaatgaattttgaaacttcacggtgtgccacccta 60
Db 1201 aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat 1260 .
Qy 62 cagtactgccctgacccttacatccagegtttcgtagaaa-cccagetcatttetettgg 120
Qy 1261 gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacaca 1320 PETRERERER Rttt et e tr e es v e e ey verrrertrerereieinl
| ARAREREN TRCTREEETETEr e e brerererenen Db 61 cagtactgccctgacccttacatccagegtttegtagaaaccccageteatttetettgg 120
Db 1261 gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacaca 1320
' Qy 121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
Qy 1321 attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376 (NRAREREN] trirentd [ARRERNE (NERARN] (RN RRE
[ARRRRRRRRARE FRERLTETRE e e et ererrrentnintl Db 121 aaagaaagttattaccgatccaccatgtcccagagcacacagacaaatgaattcctcagt 180
Db 1321 attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376
Qy 181 ccagaggttttccagcatatctgggattttctggaacagcctatatgttcagttcagece 240
(AR ERERER RN RRRY| PRERELREER et ety
RESULT 6 ’ Db 181 ccagaggttttccagcatatctgggattttctggaacagectatatgttcagttcageee 240
AAC66031
ID AAC66031 standard; cDNA; 4849 BP. Qy 241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
XX ' PECRERERE et ti et erirrerererererereyrirereriryrererern
AC AAC66031; Db 241 attgacttgaactttgtggatgaaccatcagaagatggtgcgacaaacaagattgagatt 300
XX
DT 21-FEB-2001 (first entry) Qy 301 agcatggactgtatccgcatgcaggactcggacctgagtgacceccatgtggecacagtac 360
XX PECEECRTRr e er it et r e r r e e v rerererseersrertnentl
DE Human lung cancer-associated cDNA p63 isoform 5. Db 301 agcatggactgtatccgcatgcaggactcggacctgagtgaccccatgtggeccacagtac 360
XX
KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic; Qy 361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctectegtecace 420
KW vaccine; detection; ss. (RN RN AR A RN RN AR R RN R RN RN AR NN RN AR ARARY|
XX Db 361 acgaacctggggctcctgaacagcatggaccagcagattcagaacggctectegtecace 420
0s Homo sapiens.
XX Qy 421 agtccctataacacagaccacgcgcagaacagegtcacggcgecctegecctacgecacag 480
PN  WO200061612-A2. PEECEEEErerererrrerererereererererererrrerrs e rrer ey rererent
XX Db 421 agtccctataacacagaccacgcgcagaacagcgtcacggcgecctegecctacgcacag 480
PD 19-0CT-2000.
XX Qy 481 cccagctccaccttegatgetetctetecatcaccegecatcecctccaacaccgactac 540
PF  03-APR-2000; 2000WO-US08896. PORETERY TRyt FEEYEELERL e rer
XX Db 481 cccagctccaccttegatgctcetetectecatcaccecgecatecectecaacaccgactac 540
PR 02-APR-1999; 99US-0285479.
PR 17-DEC-1999; 99US-0466396. Qy 541 ccaggcccgcacagtttcgacgtgtecttecagcagtegagcaccgeccaagteggecace 600
PR 30-DEC-1999; 99US-0476496. IARNREREN| (ARARANY] [RERANAN (ARERERN] (ARERRRN
PR 10-JAN-2000; 20000S-0480884. . Db 541 ccaggcccgcacagtttcgacgtgtceettecagecagtegagecaccgccaagteggecace 600
PR 22-FEB-2000; 2000US-0510376.
XX Qy 601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccatc 660
PA (CORI-) CORIXA CORP. PEUEEEEERE e eererr ey errrerererererpyreey ey eererernern
XX Db 601 tggacgtattccactgaactgaagaaactctactgccaaattgcaaagacatgccccatc 660
PI Wang T, Fan L; .
XX Qy 661 cagatcaaggtgatgaccccacctcectcagggagetgttatcegegecatgectgtetac 720
DR  WPI; 2000-628399/60. AR RN AR RN AR AR AR AR RN AN A AR AR AR NREEREREY
DR P-PSDB; AAB11361. : Db 661 cagatcaaggtgatgaccccacctcctcagggagctgttatccgegecatgectgtetac 720
XX
PT Isolated polypeptide comprising an immunogenic portion of a lung tumor Qy 721 aaaaaagctgagcacgtcacggaggtggtgaagcggtgccccaaccatgagcectgageegt 780
PT protein is used for detecting and monitoring progression of lung cancer PVErErr i r e ertrer et e e rertrernrrrrertrieind
PT in a patient - Db 721 aaaaaagctgagcacgtcacggaggtggtgaagcggtgcecccaaccatgagctgageegt 780

«
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Qy 781 gaattcaacgagggacagattgccecctectagtcatttgattecgagtagaggggaacage

RSN R RN R RN RN RN AR RN AR RN AR RN RN RRNARRNA Y
Db 781 gaattcaacgagggacagattgcccctectagtcatttgattcgagtagaggggaacage

Qy 841 catgcccagtatgtagaagatcccatcacaggaagacagagtgtgcetggtaccttatgag
[(ARARERERNR [RER AR RN R NN R R RN RN RN R AN RRARE RN
Db 841 catgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgag

Qy 901 ccaccccaggtt gcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt

IARAREARARNY [RRERE RN [ARNRRERNR [ARRRRRRR (AN
Db 901 ccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagt

Qy 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat
[REERARERE [(RERRRRE REREARAN] ARARRRNA] [ARRRN
Db 961 tgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagat

Qy 1021 gggcaagtcctgggccgacgctgetttgaggeccggatectgtgettgeccaggaagagac
[RERRRRREN PR (AN RN R RN R RN A RRE AR R AR
Db 1021 gggcaagtcctgggccgacgctgctttgaggeccggatetgtgettgeccaggaagagac

Qy 1081 aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt
[ARARERERNE R AR RN N AR RN AN AN RN AR RE RN RN
Db 1081 aggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggt

Qy 1141 gatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaag

FERTIIVELE IRERNARARE} PEPERVEY TR ierrrerergl
Db 1141 gatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaag

Qy 1201 aaacqgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat
(AR RN RN RN FEOETEEREREN L Rt ereneni
Db 1201 aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat

Qy 1261 awmmﬂoonmnncmmmmnommmwmoﬁnonnawmmOﬁnmnmommﬂmoonﬂonﬂomoomomom

(AR RRNE RN TErrerenel PECRTREEEE DAL T e it
Db 1261 gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcctcagcacaca

Qy 1321 attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376
RRARERENNN [EARRRRARE (NER RN R RN R AR RN RN
Db 1321 attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376

RESULT 7

AAXS58574

ib AAX58574 standard; cDNA; 1347 BP.
XX

AC  AAX58574;

XX

DT 16-AUG-1999 (first entry)

XX

DE Human cell regulatory protein pé63, isoform huTAp63 gamma, CDNA.
XX

KW Cell regulatory protein; p63; huTAp63 gamma; TAp63 gamma; human;
KW cancer; tumour suppressor; cell cycle control; apoptosis;

KW cell proliferation; cell differentiation; therapy; ss.

XX

0s Homo sapiens.

XX

FH Key Location/Qualifiers

FT misc_difference 1254

FT /*tag= a

FT /note= "this base represents a nucleotide missing
FT from the sequence given in the

FT specification. It is included to maintain
FT the nucleotide numbering given in the

FT specification for this sequence"

XX

PN  W09919357-A2.

XX

PD  22-APR-1999.

XX

PF 02-0CT-1998; 98W0-US21992.
XX

us-09-670-568b-2.rng

840
840
900
900
960
960
1020
1020
1080
1080
1140
1140
1200
1200
1260
1260
1320
1320
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29-MAY-1998; 98US5-0087216.
15-0CT-1997; 97US8-0062076.

(HARD ) HARVARD COLLEGE.
McKeon F, Yang A;

WPI; 1999-277595/23.
P-PSDB; AAY05955.

New isolated p63 cell regulatory protein for, e.g. treatment of
tumours

Claim 1; Fig 11; 161pp:; English.

The present invention concerns the discovery of a new family of

cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
suppressor proteins p53 and p73. It has been observed that the
intron-exon organisation is conserved between p73 and p53, and from
known exon and intron sizes for these 2 genes, it was possible to
identify new members of this gene family using a PCR-based strategy
of amplifying 2 exons in a conserved domain and their intervening
intron. The human p53 gene was localised to chromosomal position
39g27-29. At least 6 different isotypes exist. Splice variants
differing at the C-terminus have been designated as alpha, beta and
gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and TA forms, where the deltaN form lacks the
transactivation domain. The present sequence represents a cDNA
clone encoding human TAp63 gamma. p63 was detected in a variety of
human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate p53 reporter genes
and induce apoptosis. Cessation or down-regulation of p63  expression
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by p53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cachexia) and neuronal differentiation and related degenerative
disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
AAX58572-83) and anti-p63 antibodies of the invention can be used to
identify compounds useful for treating disorders involving such
processes, in detection and diagnosis, and in the production of
transgenic animals.

Sequence 1347 BP; 374 A; 381 C; 316 G; 275 T; 1 other;

Query Match 47.8%; Score 1346; .Um 20; Length 1347;

Best Local Similarity 99.9%; Pred. No. 0;

Matches 1346; Conservative 0; Mismatches 1; 1Indels 0; Gaps 0;

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatctgg 204
(AERERARARN] FIERETETEREE R r et ettt ern
1 atgtcccagagcacacagacaaatgaattcectcagtecagaggttttecagecatatcetgg 60

205 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 264
(AN RRERNY] (EERRR RN RN RN AR RN AR A R R RN RN R AR RN AR RN E RN
61 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 120

265 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 324

PLOTELREEE T e e i e i et FLLETERERT ety
121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag 180

325 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 384

FPEERTERRTRIREr it (RN AR RN RN IRARRRERE
181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacage 240

385 atggaccagcagattcagaacggctcctcgtccaccagtccctataacacagaccacgeg 444

(NNRRRRARY| (A RNR RN NN RN RN A RN RN AR RN RN (RRRRRRRN
241 atggaccagcagattcagaacggctcctegtcecaccagtcectataacacagaccacgeg 300

445 cagaacagcgtcacggcgecctegecctacgcacageccagctcecaccttegatgetete 504
[RERRRREN TEEETETE] [RERERRN (RERERREI (NERRRRRN




Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
aQy
Db
ay
Db
oy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db
Qy
Db

RE.
AA

Wed Aug

301
505
361
565
421
625
481
685
541
745
601
805
661
865
721
925
781
985
841
1045
901
1105
961
1165
1021
1225
1081
1285
1141
1345
1201
1405
1261
1465
1321

SULT
X58573
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cagaacagcgtcacggcgecctegecctacgecacageecagetecaccttegatgetete

tcteccatcacccgccatecectecaacaccgactacccaggeccgcacagtttegacgtyg

FELERTETEELETER E e e bt [REEARERARERRNRARE
tctecatcaccegecateccctccaacaccgactaccecaggeccgcacagtttegacgtg

tcecttecagcagtegagcaccgecaagteggecacctggacgtattccactgaactgaag

[ARANERRRRRAY] [ERE RN AN AR AR RERE RN (ARARARY] [RRN
tccttccagcagtcgagcaccgccaagteggecacctggacgtatteccactgaactgaag

aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgacccecaccet

[RERRARA] [ARRARARE (RARRERN ARERRNE [RARN
aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct

cctcagggagctgttatecgegecatgectgtectacaaaaaagectgagcacgtcacggag

(AR AR NRRRRRRRED FEEEEEY ettt
cctcagggagcetgttatecgegecatgectgtctacaaaaaagctgagcacgtecacggag

gtggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgee
R R AR AR RARANRRNRERRND (RN RRRRE [EARERRRRRRRRNRREY
gtggtgaagcggtgccccaaccatgagectgagecgtgaattcaacgagggacagattgec

cctectagtcatttgattcgagtagaggggaacagecatgeccagtatgtagaagatece
VELELREL T ererreneny (ARNRRRERN [RERARANARARARAREY
cctectagtcatttgattegagtagaggggaacagecatgeccagtatgtagaagateec

atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte
FEVEREER e et Lherereend [EERA AR RRRRREY
atcacaggaagacagagtgtgctggtaccttatgagccacceccaggttggcactgaatte

acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeegt
(AR RN AR AR RN R AN RN CECRErErrrrrererererdrrnnntntl
acqgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecegt

ccaattttaatcattgttactctggaaaccagagatgggcaagtectgggecgacgctge

[ARRERRNARY] (NERRRENNE] (ERRRRRRRRRRRRRERY]
ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetge

tttgaggcccggatetgtgcttgecccaggaagagacaggaaggcggatgaagatagcate
[ARRARRN] [RERARERE! [ARRR
tttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatageatce

agaaagcagcaagtttcggacagtaca mawmomonamﬁo@ﬁmoommmomooomnnﬁown
e LEVEren (ARARERERERRARERED
agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegcecgtttegt

cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa

[ERRRARARRRER [RERRRRARE NN R RRERARRR [RERRN
cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa

ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag

TEEVEEER R bt PELREREErr el TETEL
ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag

tcecctggaactcatgcecagtaccttectcagcacacaattgaaacgtacaggcaacagcaa
RN AR R RN RN AR R R RN RN R RN AR RR R AR

tcecctggaactcatgecagtaccttectcagcacacaattgaaacgtacaggcaacagcaa

cagcagcagcaccagcacttacttcagaaacatctcctttcagectgettcaggaatgag

(AR R RN RN AR RN RR N FEPEVETEEPEP R R e el
cagcagcagcaccagcacttacttcagaaacatctecctttcagectgcttcagnaatgag

cttgtggagccccggagagaaactccaaaacaatctgacgtettetttagacattecaag
(RN RN RN RN RN RN R RN RN R AR AR AR RN RN R R RA AR RN
cttgtggagccccggagagaaactccaaaacaatctgacgtcttetttagacattccaag

cccccaaaccgatcagtgtacccatag 1491
(ARRARRRRARE] [ARARARRRRRE
cccccaaaccgatcagtgtacccatag 1347

us-09-670-568b-2.rng

360
564
420
624
480
684
540
744
600
804
660
864
720
924
780
984
840
1044
900
1104
960
1164
1020
1224
1080
1284
1140
1344
1200
1404
1260
1464
1320

D
XX
AC
XX
DT
XX
DE
XX
KW
KW
KW
XX
os
XX
PN

T XX

PD
XX
PF
XX
PR
PR
XX
PA
XX
PI
XX
DR
DR
XX
PT
PT
XX
PS
XX
cc
cc
cc
cc
CcC
cC
cC
cc
cC
cc
cc
cc
cc
cc
cCc
cc
cc
cc
cc
cC
cc
cc
cc
cc
cc
cCc
cc
cC
XX
sQ
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AAX58573 standard; cDNA; 1551 BP.
AAX58573;
16-AUG-1999 (first entry)

Human cell regulatory protein p63, isoform huTAp63 beta, cDNA.
Cell regulatory protein; p63; huTAp63 beta; TAp63 beta; human;
cancer; tumour suppressor; cell cycle control; apoptosis;

cell proliferation; cell differentiation; therapy; ss.

Homo sapiens.

W09919357-A2.

22-APR-1999.

02-0CT-1998; 98W0-US21992.
29-MAY-1998; 98US-0087216.
15-0CT-1997; 97U0S-0062076.

(HARD ) HARVARD COLLEGE.

McKeon F, Yang A;
WPI; 1999-277595/23.
P-PSDB; AAY(05954. -

zmspmowmnmavmwomwwHmmcwmnOvaHonmwzmon\m.w.ﬁnmwﬁam:nOm
tumours . .

Claim 1; Fig 10; 161pp; English.

The present invention concerns the discovery of a new family of

cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
suppressor proteins p53 and p73. It has been observed that the
intron-exon organisation is conserved between p73 and p53, and from
known exon and intron sizes for these 2 genes, it was possible to
identify new members of this gene family using a PCR-based strategy
of amplifying 2 exons in a conserved domain and their intervening
intron. The human p53 gene was localised to chromosomal position
3g27-29. At least 6 different isotypes exist. Splice variants
differing at the C-terminus have been designated as alpha, beta and
gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and TA forms, where the deltaN form lacks the
transactivation domain. The present sequence represents a cDNA
clone encoding human TAp63 beta. p63 was detected in a variety of
human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate p53 reporter genes
and induce apoptosis. Cessation or down-regulation of p63 expression
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by p53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cachexia) and neuronal differentiation and related degenerative
disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
AAX58572-83) and anti-p63 antibodies of the invention can be used to
identify compounds useful for treating disorders involving such

processes, in detection and diagnosis, and in the production of
transgenic animals.
Sequence 1551 BP; 425 A; 466 C; 350 G; 310 T; O other;

Query Match 43.8%; Score 1232; DB 20; Length 1551;

Best Local Similarity 100.0%; Pred. No. 0;

Matches 1232; Conservative 0; Mismatches 0; Indels 0; Gaps 0;

Qy

145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatcetgg 204
TREVEEET et et e e re e rt ettt rerenel Hrrrereren
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Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qay
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

205
61
265
121
325
181
385
241
445
301
505
36l
565
421
625
481
685
541
745
601
805
661
865
721
925
781
985
841
1045
901
1105
961
1165
1021
1225
1081
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atgtcccagagcacacagacaaatgaattecctcagtecagaggttttecagecatatetgg

gattttctggaacagcctatatgttcagttcagececattgacttgaactttgtggatgaa
(AR RN RN RN RN RN (AARRRERE [AERERENE [ARARR!
gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa

ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgecatgcag

FEEEEETT (ARRRRRARR] TEErrrer (ARARRRARNRERRNRRARE
ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcag

gactcggacctgagtgaccccatgtggecacagtacacgaacctggggetectgaacage
(RNRERRERN [ARN AR PEVERRELETE bt eyt
gactcggacctgagtgaccccatgtggeccacagtacacgaacctggggctectgaacage

atggaccagcagattcagaacggctcctegtecaccagtecctataacacagaccacgeg
[AEERRRENY [RERE RN RN N N RN R RN AR R AR NN R AR AR
atggaccagcagattcagaacggctcctegtccaccagtecctataacacagaccacgeg

cagaacagcgtcacggcgccctegecctacgcacageccagetecaccttegatgetete

(AR RN RN N R RN RN RN R RN RN R RN RN RN R RARERNANE!
cagaacagcgtcacggcgccctegecctacgcacagcccagetecaccttegatgetete

tctccatcaccegecatecectecaacaccgactacccaggecegecacagtttegacgtg

FELEYRTREV YRR TEECEEER R TR et
tctccatcaccegecatcececcctecaacaccgactacccaggeccgecacagtttcgacgtyg

tcctteccageagtegagcacecgecaagteggecacctggacgtattceccactgaactgaag
AR AR RN R RN RRARRNER et REEAN}
tccttcecagecagtegagcaccgecaagteggecacctggacgtattecactgaactgaag

aaactctactgccaaattgcaaagacatgecccatccagatcaaggtgatgaccccacct

[ERERRRARN] [AERAANN [RRRRRERN] [ARRNRNE) [AREN
aaactctactgccaaattgcaaagacatgccccatceccagatcaaggtgatgaccccacct

cctcagggagct ﬁnwnonmomnnmnmnonmnnﬂnnoammommnnmounmnmnnmn@mwm
[ARRNRRNEE INENEREAN] [ARRRARERE INERARRNN (KRN
cctcagggagctgttatcegegecatgectgtctacaaaaaagetgagcacgtecacggag

gtggtgaagcggtgccccaaccatgagectgagecgtgaattcaacgagggacagattgee
[ARRRERNNNN RN N RN R RN R R RN AR RN RN RN
gtggtgaagcggtgcccecaaccatgagetgageegtgaattcaacgagggacagattgee

cctecctagtcatttgattcgagtagaggggaacagecatgeccagtatgtagaagateee
(R RN R RN R R RN RN RN N AR R RN RN RN RN T
cctectagtcatttgattcgagtagaggggaacagecatgecccagtatgtagaagatceee

atcacaggaagacagagtgtgctggtaccttatgagccacceccaggttggcactgaatte

FOEVEVERRERE Ve FERELRVETERRER R rersrsrnt
atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte

momwomonoﬁnonmnmmﬁnnomﬁononmmommomoﬁnonannommoaomnommnowonon
Evrrerererrerererer i (AR RANRNER (AERNRRRRERRRRRRN]
acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegt

ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgctge
(AR RSN AR AR AR RRRE RN (ARRRANEREN [RERRREEEY] (KRN
ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetge

tttgaggcccggatctgtgecttgeccaggaagagacaggaaggceggatgaagatagcatce
[XRRRRRRRN [ARARARRN [RERRRRER e 11
tttgaggcccggatctgtgctitgecccaggaagagacaggaaggcggatgaagatagecatce

agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttegt
[ARRRRNNRNE PELLEVLTE [RERERER R RN RN AR R RN AN
agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttegt

cagaacacacatggtatccagatgacatccatcaagaaacgaagatcceccagatgatgaa
TOEERERTE Ry e AN R R RN AR AR AN
cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa

ctgttatacttaccagtgaggggccgtgagacttatgaaatgectgttgaagatcaaagag
TRCRECETRV RNty (RN RN AR RN RN RN RN AN
ctgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagag

us-09-670-568b-2.rng

60
264
120
324
180
384
240
444
300
504
360
564
420
624
480
684
540
744
600
804
660
864
720
924
780
984
840
1044
900
1104
960
1164
1020
1224
1080
1284
1140
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Qy 1285 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1344
[RRRRRRARARRRRERERARERY (AR RN AR AR AR AR [AERERAN
Db 1141 tcectggaactecatgcagtaccttcectcagcacacaattgaaacgtacaggcaacagcaa 1200
Qy 1345 cagcagcagcaccagcacttacttcagaaaca 1376
PEEVERETRE e rererirnin
Db 1201 cagcagcagcaccagcacttacttcagaaaca 1232
RESULT 9
AAC66033
D AAC66033 standard; cDNA; 1551 BP.
XX
AC AAC66033;
XX
DT 21-FEB-2001 (first entry)
XX
DE Human lung cancer-associated cDNA p63 isoform 7.
XX
KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic;
KW vaccine; detection; ss.
XX
0s Homo sapiens.
XX
PN  WO200061612-A2.
XX
PD 19-0CT-2000.
XX
PF 03-APR-2000; 2000WO-US08896.
XX
PR 02-APR-1999; 990S5-0285479.
PR 17-DEC-1999; 99US-0466396.
PR 30-DEC-1999; 99US-0476496.
PR 10-JAN-2000; 2000US-0480884.
PR 22-FEB-2000; 2000US-0510376.
XX
PA (CORI-) CORIXA CORP.
XX
PI Wang T, Fan L;
XX
DR WPI; 2000-628399/60.
DR P-PSDB; AAB11363.
XX
PT Isolated polypeptide comprising an immunogenic portion of a lung tumor
PT protein is used for detecting and monitoring progression of lung cancer
PT in a patient -
XX
PS Claim 25a; Page 242-243; 261pp; English.
XX
cc This invention describes a novel isolated polypeptide (I) which
cc comprising an immunogenic portion of a lung tumor protein or variant (P2)
cc which have cytostatic activity. The polypeptides and polynucleotides are
cc used in compositions and vaccines to inhibit the development of cancer,
cc especially lung cancer, in a patient. Methods described in the invention
cc can be used to monitor the progression of a cancer by carrying out the
cc detection at subsequent time points and comparing the results from the
[oled different time points. CD4+ and/or CD8+ T-Cells isolated from a patient
cc are treated with P2, polynucleotides encoding P2 or antigen presenting
[ole} cells expressing P2 and then administered to the patient to inhibit
ccC development of cancer.
XX
SQ Sequence 1551 BP; 425 A; 466 C; 350 G; 310 T; O other;

Query Match
Best Local Similarity

43.8%; Score 1232; DB 21; Length 1551;
100.0%; Pred. No. 0;

Matches 1232; Conservative 0; Mismatches 0; 1Indels 0; Gaps 0;

Qy
Db

145 atgtcccagagcacacagacaaatgaattectcagtecagaggttttccagcatatctgg 204

[ARARRRAR (ARARAREN FEEErEn TELETETN (RN
1 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatctgg 60




Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
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gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa
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gactcggacctgagtgaccccatgtggecacagtacacgaacctggggetectgaacage
It trrritren RN RN RN AR RN AR NA RN RAREY
gactcggacctgagtgaccccatgtggccacagtacacgaacctggggetectgaacage

atggaccagcagattcagaacggctcctcgtccaccagtecctataacacagaccacgeg
(NARR} AR RN RN R R RN RN RN RN RA AR
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nnnﬂnnnmonmmﬁomwonmoomnnmmmﬁocunomonnmomnoﬁmﬁﬁonwnn@mWOﬁommm

aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacct
SN RN NN R RN R R AR RN R R RN RN RN R RN NE Y
aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacet

nnnnmmmmmmnﬁwﬁnwﬂoomnuoamnmonﬁmnonmommmmwwwnnmm@omomﬁomocoma
i PELEREEELE R et el PRVt
nonomoomm@nﬁmﬁnmﬁonmnmonmﬁaonﬁmﬁonwommmmmmnnﬁmmanmomnomnommo
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(AR RN RN RN AR AN RN RARRRRNARE AN (ARA
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ARARARERRRERE] AR R RN A RN R RN AR NN NNARRRERREERY
nonnonmmnnwnnﬁmmnnoammnmmmmmmmmmommonmnmonnwmﬁmﬁmﬁmmmmmmﬁooo

atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggeactgaatte
| ERA AR ARARARNE (AR RARRARRRRNAREARD] [RRRER
atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte

moamowononnmﬂmommﬁnnnmnmﬁmnmmomQnmmnﬁanaﬁﬁmmmu@omn@wmoooooaﬂ
(RERRRRRRNRRE FEEPELRTRR L e (ARRRRRARERARRRERER
acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeegt

nnmwnnﬁnmmnnmﬁﬂmﬂﬂmnnnﬁmawmwoommmamnoaoommmnQOﬁmomoommOQOﬁoo

AN AR ARRARRRARE (RERRRRNERRRARRRARARY [ARENN
nommnnnﬂmmnnmﬁnmnﬁmnnonmmwmmonmmmomnmmmommmnQOﬂQOnomanOﬁoo

dﬁnommooonaamﬁnnmnanﬁnmooomoommnmmmnmmmmmoooonmﬁnmmmmﬁmnnmﬁn
PIAEEVERRETET Yy [ARRRERER! (RRRARANRREARRREREY
ﬂnﬁmmamoonmmmﬁonaﬁaonnmoonmommwomomommcmmanomomnmmmmmﬁmoowﬁo

agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegecegtttegt
[ARRNRRENRAN] [ARRERRAR (RERARARARRARNRRREANR [RERRREN|
mmmmmaomonmmwnnnoo@momaﬁmommmommooanawﬁomnmnummaoaonooﬁnﬁomﬁ

cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa

[ARARRRURYI (ARARERN] FELEEVLEER e e e
ommmmomnmomnmmﬁmnonmmmﬂmmnmnoomﬂommmmmmomwmomﬁoooowmmnmmﬁawm
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1140
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[ARANRRNE! LRV b e iy e e ey

Db 1141 nanowmmmmnnownmnmmﬁmnOﬂﬁQOﬁomonmomommﬁnmmwwnuﬁmnmmmnwwnwonwm 1200
Qy 1345 cagcagcagcaccagcacttacttcagaaaca 1376
(AR RN RN RN RN
Db 1201 cagcagcagcaccagcacttacttcagaaaca 1232
RESULT 10
AAX58572
ID AAX58572 standard; cDNA; 1926 BP.
XX
AC  AAXS58572;
XX
DT 16-AUG-1999 (first entry)
XX
DE Human cell regulatory protein p63, isoform huTAp63 alpha, cDNA.
XX
KW Cell regulatory protein; p63; huTAp63 alpha; TAp63 alpha; human;
KW cancer; tumour suppressor; cell cycle control; apoptosis;
KW cell proliferation; cell differentiation; therapy; ss.
XX
0os Homo sapiens.
XX
PN W08919357-A2.
XX
PD 22-APR-1999.
XX
PF 02~0CT-1998; 98WO-US21992.
XX
PR 29-MAY-1998; 98US-0087216.
PR 15-0CT-1997; 97US-0062076.
XX
PA (HARD ) HARVARD COLLEGE.
XX
PI McKeon F, Yang A;
XX
DR  WPI; 1999-277595/23.
DR P-PSDB; AAY(05953.
XX
PT New isolated p63 cell regulatory protein for, e.g. treatment of
PT tumours
XX
PS Claim 1; Fig 9; 161pp: English.
XX
cc The present invention concerns the discovery of a new family of
cc cell regulatory proteins (CRPs) termed the p63 family of proteins,
cc which demonstrate certain sequence identity to known tumour
cc suppressor proteins p53 and p73. It has been observed that the
cc intron-exon organisation is conserved between p73 and p53, and from
CC '~ known exon and intron sizes for these 2 genes, it was possible to
cc identify new members of this gene family using a PCR-based strategy
cc of amplifying 2 exons in a conserved domain and their intervening
cC intron. The human p53 gene was localised to chromosomal position
cc 3927-29. At least 6 different isotypes exist. Splice variants
cc differing at the C-terminus have been designated as alpha, beta and
cc gamma forms, while p63 members differing in the N-terminus are
CC  designated as deltaN and TA forms, where the deltaN form lacks the
cc transactivation domain. The present sequence represents a CDNA
cc clone encoding human TAp63 alpha. p63 was detected in a variety of
cC human and mouse tissue. It demonstrates remarkably divergent
cC activities, such as the ability to transactivate p53 reporter genes
cC and induce apoptosis. Cessation or down-regulation of p63 expression
cc may play a critical role in the process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63
cc act as dominant negatives towards transactivation by p53 and p63.
cc p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cc cachexia) and neuronal differentiation and related degenerative
cC disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
cC AAX58572-83) and anti-p63 antibodies of the invention can be used to
cc identify compounds useful for treating disorders involving such
cc processes, in detection and diagnosis, and in the production of
cC transgenic animals.

12
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XX TECRRETE Tt e e e e e e b vt ettt
sQ Sequence 1926 BP; 509 A; 574 C; 444 G; 399 T; 0 other; Db 961 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtttegt 1020
Qy 1165 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1224
Query Match 43.8%; Score 1232; DB 20; Length 1926; [RERERN AR RRAR [RERARRRN] [EEER AR RN RN AN
Best Local Similarity 100.0%; Pred. No. O; Db 1021 cagaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaa 1080
Matches 1232; Conservative 0; Mismatches 0:; Indels 0; Gaps 0;
Qy 1225 ctgttatacttaccagtgaggggcecgtgagacttatgaaatgetgttgaagatcaaagag 1284
Qy 145 atgtcccagagcacacagacaaatgaattcctcagtccagaggttttccagcatatctgg 204 RN FEEETED AERRRRNN] [ARRRARAN (NEERERERR]
i [ERRRRRERR FECETORETUIE TR Tt e ererernntny Db 1081 ctgttatacttaccagtgaggggccgtgagacttatgaaatgetgttgaagatcaaagag 1140
Db 1 atgtcccagagcacacagacaaatgaattcctcagtcecagaggttttccagecatatcetgg 60
Qy 1285 tccctggaactcatgcagtaccttectcagcacacaattgaaacgtacaggcaacagcaa 1344
Qy 205 gattttctggaacagcctatatgttcagttcageccattgacttgaactttgtggatgaa 264 [AERERRY] (RANEANRERERRRRRERRRARE [ARARRAN (HERARRRRN
(RERRRRN PO rerdrrer et nd ettt - Db 1141 tccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaa 1200
Db 61 gattttctggaacagcctatatgttcagttcagcccattgacttgaactttgtggatgaa 120
Qy 1345 cagcagcagcaccagcacttacttcagaaaca 1376
Qy 265 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatcegcatgcag 324 [AERERRA] TEELEEET et rererent
(REEE AR RN AR AR R (NN RN AR RN RN AR AR AR RN Db 1201 cagcagcagcaccagcacttacttcagaaaca 1232
Db 121 ccatcagaagatggtgcgacaaacaagattgagattagcatggactgtatccegecatgcag 180
Qy 325 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcctgaacage 384 RESULT 11
PERLETEEREL e en POLERLEREEE e b er e rrererend AAX58580
Db 181 gactcggacctgagtgaccccatgtggccacagtacacgaacctggggctcectgaacage 240 ID AAX58580 standard; cDNA; 1452 BP.
XX
Qy 385 atggaccagcagattcagaacggctcctcgtocaccagtcectataacacagaccacgcg 444 AC ARXS58580;
L (ARRERRNR (ARRARRNN| [ARNRERA (ARNRERN] XX
Db 241 atggaccagcagattcagaacggctcctcgtecaccagtecctataacacagaccacgeg 300 DT 16-AUG-1999 (first entry)
XX
Qy 445 cagaacagcgtcacggcgccctegecectacgcacageccagetecacettegatgetete 504 DE Mouse cell regulatory protein p63, isoform muTAp63 gamma, cDNA.
PEVEREVRTREN RN [ARNRR NN [ARRARRRRN [RERERRRE! XX
Db 301 cagaacagcgtcacggcgccctegecctacgcacageccagetecaccttegatgetete 360 KW Cell regulatory protein; p63; muTAp63 gamma; TAp63 gamma; mouse;
KW cancer; tumour suppressor; cell cycle control; apoptosis;
Qy 505 tctccatcacccgecatccectccaacaccgactaceccaggcecgcacagtttegacgtg 564 KW cell proliferation; cell differentiation; therapy; ss.
PERTREIR IRty [NERNRARNREN TEEVEETTL [RERANENE! XX
Db 361 tctccatcacccgecateccctecaacaccgactacccaggeccgcacagtttegacgty 420 0os Mus Sp.
XX
Qy 565 tccttccagcagtcgagcaccgccaagteggecacctggacgtattccactgaactgaag 624 FH Key Location/Qualifiers
[RERRRRN PELELLE TeErerrrt [RERRRRENY IRERERRRE FT misc_difference 1221
Db 421 tccttccagcagtcgagcaccgccaagtceggecacctggacgtattccactgaactgaag 480 FT /*tag= a
FT /note= "this base represents a nucleotide missing
Qy 625 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacet 684 FT from the sequence given in the
TR el [RERNRRAREY [REERRRANR (RERRRREN] FT - specification. It is included to maintain
Db 481 aaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgacceccacct 540 FT the nucleotide numbering given in the
FT specification for this sequence"
Qy 685 cctcagggagctgttatccgcgccatgectgtctacaaaaaagctgagecacgtcacggag 744 FT misc_difference 1255..1256
TELELEH [AENAERRRR [NERRERNRNA [AARERRAREN [ARERERE : FT /*tag= b
Db 541 cctcagggagctgttatccgcgccatgectgtctacaaaaaagctgagcacgtcacggag 600 FT /note= "these bases represent nucleotides missing
. FT from the sequence given in the
Qy 745 gtggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgec 804 FT specification. They are included to
[ARRRRRE] [RRRRRRNE Terenren [AARRRERA] TELETETE FT maintain the nucleotide numbering given in
Db 601 gtggtgaagcggtgccccaaccatgagetgagecgtgaattcaacgagggacagattgee 660 FT the specification for this sequence”
XX
Qy 805 cctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcee 864 PN W09919357-A2.
[NERERR ARRNARA FeLeren [RERARREN! TEELErent XX
Db 661 cctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcee 720 PD 22-APR-1999.
. XX
Qy 865 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 924 PF 02-0CT-1998; 98W0-US21992.
[ARRRARRRI [ARRRRRERN] [NERRANNRER (AR AN RARRRRRNREREN XX
Db 721 atcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaatte 780 PR 29-MAY-1998; 98US-0087216.
PR 15-QCT-1997; 9705-0062076.
Qy 925 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeegt 984 XX
AR NN RN R A RN RN R RN RN RN AN AR AR RN RN PA (HARD ) HARVARD COLLEGE.
Db 781 acgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecegt 840 XX
PI McKeon F, Yang A;
Qy 985 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggeccgacgetge 1044 XX
RN R RN RN AR R RN R RN RN AR AR RR RN [ARARRREY] DR WPI; 1999-277595/23.
Db 841 ccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetge 900 DR P-PSDB; AAY05961.
XX
Qy 1045 tttgaggcccggatctgtgettgcccaggaagagacaggaaggcggatgaagatagcate 1104 PT New isolated p63 cell regulatory protein for, e.g. treatment of
[REERRRA [ERARARARN] (RERER RN AR RN RRRR R [AERARRAR! PT tumours
Db 901 tttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcate 960 XX
PS Claim 1; Fig 17; 161pp; English.
Qy 1105 agaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcccgtttegt 1164 XX
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cc The present invention concerns the discovery of a new family of Db 541 nnonmoomaﬁommmomoﬁmoommaﬁowmnomonﬁommomﬁmﬁﬁoomonommon@mmommm 600
cC cell regulatory proteins (CRPs) termed the p63 family of proteins,

CcC which demonstrate certain sequence identity to known tumour Qy 628 ctctactgccaaattgcaaagacatgcccecatccagatcaaggtgatgaccccacctect 687
CC  suppressor proteins p53 and p73. Mouse p63 cDNA was isolated using FELEELENEE 1erer rentn [ARERARE PEEEE 11

cc RACE. Sequencing of the amplification product indicated that the Db 601 ctgtactgccagattgcgaagacatgccecatccagatcaaggtgatgaceccaccecca 660
cc amplified. cDNA possessed a truncated N-terminus, i.e. the

cC transactivation domain was absent. Additional splice variants were Qy 688 cagggagctgttatccgegecatgectgtctacaaaaaagctgagcacgtcacggaggtg 747
cc identified by screening a cDNA library with a probe corresponding Pordr 1k AEEREN] PEPURERE e et

cc to exons 5-9 of p63. At least 6 different isotypes exist. Splice Db 661 cagggcgctgttatcegtgecatgectgtctacaagaaagetgagcatgtcacecgaggtt 720
cC variants differing at the C-terminus are designated as alpha, beta

Ccc and gamma forms, while p63 members differing in the N-terminus are Qy 748 gtgaagcggtgccccaaccatgagetgageegtgaattcaacgagggacagattgeccect 807
CC  designated as deltaN and TA forms, where the deltaN form lacks the TRV 1)) ARRNER] PRERERREE e v e v

cc transactivation domain. The present sequence represents a cDNA Db 721 oﬁmmmwoamﬁmooonmwoomnmmmonmmonomﬁwwmnnnmmﬁmmmmmmnmmmﬁﬁmoonoﬁ 780
cC clone encoding mouse TAp63 gamma. p63 was detected in a variety of

cc human and mouse tissue. It demonstrates remarkably divergent Qy 808 cctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatcccate 867
cc activities, such as the ability to transactivate p53 reporter genes et i (AERERA R AR R RN R RN R R AR NN RN RN RRARRER R

cC and induce apoptosis. Cessation or down-regulation of p63 expression Db 781 cccagtcatetgattcgagtagaagggaacagecatgeccagtatgtagaagatcctate 840
CC  may play a critical role in the process of cervical squamous

cC differentiation, both benign and neoplastic. DeltaN isotopes of p63 Qy 868 acaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacg 927
cc act as dominant negatives towards transactivation by p53 and p63. ’ PELREEE CRT0E Loty rvtinenn [ARERERARRRRERRAR AR

ccC p63 may also be implicated in haematopoiesis, muscle wasting (e.g. Db 841 acgggaaggcagagcgtgctggteccttatgageccaccacaggttggcactgaattcaca 900
cc cachexia) and neuronal differentiation and related degenerative

[olod disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see Qy 928 acagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgtcca 987
CC  AAX58572-83) and anti-p63 antibodies of the invention can be used to PEEVEE TUvrreeriningd PURCREE 00 T Ty rerer oy

cc identify compounds useful for treating disorders involving such Db 901 acagtcctgtacaatttcatgtgtaacagcagctgcgteggaggaatgaacagacgtcca 960
cC processes, in detection and diagnosis, and in the production of

cc transgenic animals. Qy 988 attttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetgettt 1047
XX PEEVERTEEEE TRErerer et erere [RERARAN] (AR RN

SQ Sequence 1452 BP; 394 A; 425 C; 341 G; 289 e“,w other; Db 961 attttaatcatcgttactctggaaaccagagatgggcaagtecctgggecgacggtgettt 1020

Qy 1048 gaggcccggatctgtgcttgeccaggaagagacaggaaggeggat aagatagcatcaga 1107
Query Match - 43.3%; Score 1218.2; DB 20; Length 1452; (RN AR RN RNN IARNRERE Lo n HETErenent

Best Local Similarity 90.5%; Pred. No. 0; Db 1021 gaggccecggatetgtgettgecccaggaagagaccggaaggcagatgaagacagcatcaga 1080
Matches 1325; Conservative 0; Mismatches 126; 1Indels 13; Gaps 2;

’ Qy HHowAmwmnmuomwmﬁnﬂommmowaﬁmommmmmmnmmnmmﬁmmﬁmoommcoonoomnnnomnnmo 1167
Qy 29 atgaattttgaaacttcacggtgtgccaccctacagtactgccctgacccttacatccag 88 [ARRRERE!

PEEELELE e e
(AR RN RN AN R R AR RN RARR AN Forrren (RN Db 1081 aagcagcaagtatcggacagcgcaaagaacggcgatg-------=---- ctttcegtecag 1128
Db 1 mnmmmﬂnnﬁmmmwnﬁﬁownmoﬂmﬁmnomnnnﬂmommnmOﬁmnoonwm000ﬁnwnmnnomm 60
Qy 1168 aacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactg 1227
Qy 89 cgtttcgtagaaa-cccagetcatttetettggaaagaaagttattacegatccaccatg 147 PEETREE 00 EVEREr e Chere it iy i FEEVERLEL 1)
It VRV brerntenny [AERRRRER! PELEE L it Db 1129 aatacacacggaatccagatgacttccatcaagaaacggagatccccagatgatgagetg 1188
Db 61 omnnﬁomnmwmmmooonmmonowﬁﬁﬂOﬁo@nmmmmmommmmﬁﬁwﬁﬁmomomnnﬁmoomﬁm 120 .
Qy 1228 nwmwmonﬁmoom@ﬂammmoaoomﬁomownnﬁmﬁmmmmﬁ@onmnﬁmmmmmﬁommwmmmnno 1287
Qy 148 tcccagagcacacagacaaatgaattcectcagtecagaggttttecageatatetgggat 207 R N N NN R R R R R N R A N R R NN

FErrereetn | ok FEE TR RrE vt REREN .
Db 121 tcgcagagcacccag. caagcgagttcctecageccagaggtcttecagcatatetgggat 180

Db 1189 ctgtacctaccagtgagaggtcgtgagacgtangagatgttgctgaagatcaaagagtca 1248

Qy 1288 nﬁ@mmmOﬁomnmommanOﬁnnnﬁommomnmnmmnﬁmmwmomﬁmomowommomuowmomm 1347
Qy 208 tttetggaacagectatatgttcagttcageccattgacttgaactttgtggatgaacca 267 [NERN PEVPELETEREEE LR enenere e rentnt LEEE breee iy

| e PEE ELEEE Ve b b e e v Db 1249 ctggagnncatgcagtacctccctcagcacacgatcgaaacgtacaggcagcagcagcag 1308
Db 181 nﬁﬂnﬁomwmommonnmﬁmﬁmnﬂommnwnmmonomnoomoﬁﬁammOﬁﬁﬁoﬁommﬁommooﬁ 240

Qy 1348 cagcagcaccagcacttacttcagaaacatctcctttcagectgettcaggaatgagett 1407
Qy 268 tcagaagatggtgcgacaaacaagattgagattagcatggactgtatcegcatgcaggac 327 FEEERERErrereer NN RN RN NN AR RN AN Y

RN RN R AR R AR AR A AR ErEyritenereet yi Db 1309 cagcagcaccagcacctacttcagaaacatetectttcagectgettcaggaatgagett 1368
Db 241 nonamwmwﬁmmﬁmnmmommmnmmmmﬁﬁmmmmnﬂmaownmmmnﬁoﬁwﬁnnoomnonmmmmn 300

Qy 1408 gtggagccccggagagaaactccaaaacaatetgacgtcttetttagacattccaageee 1467
Qy 328 tecggacctgagtgaccceatgtggccacagtacacgaacctggggctectgaacagecatg 387 RN R RN e e N O RN R RN AR RN R R RN R RN

[RRARENN] AR AR RN AR RN RN AR N RN AR AR RN RN Y Db 1369 gtggagccccggggagaagctecgacacagtcetgacgtettetttagacattccaaceee 1428
Db 301 nnmmWOOﬁommﬁmmnonownonmmnnmnmmﬁmomomwmoonmmumnaoowommomoommm 360

oy 1468 ccaaaccgatcagtgtacccatag 1491

Qy 388 gaccagcagattcagaacggctcctegtccaccagtccctataacacagaccacgegeag 447 FELRELE b0 brerenerirtd
[ARARRRRNER PIVRREVERERET R e Lol Lerenir e 1 Db 1429 ccaaaccactccgtgtacccatag 1452
Db 361 umonmmnuamnanmmmmnmunwnonnaﬁoomonmaoooowmowmomcmomoomooomomm 420
Qy 448 mmowonaﬁomnmunmonnnnmnoonmomnmnmmnnnmmnnoomonnﬁommnmnﬁnnnnoﬁ 507 RESULT 12
e FEEVTTEEDNIEE T I e e e ere et vt AAX58577
Db 421 mmnmmomﬁamoomooononoQOOOﬁmﬁmnmommonowQOﬁnomOOﬁnnmmﬂoonnnonnﬁ 480 iD AAX58577 standard; cDNA; 2043 BP.
XX
Qy 508 oomﬁnmooomonmnonnonnnmmomnnmmnﬂmooowmmoooanmnmmnnﬁnmwnmnoﬁnn 567 AC AAX58577;
FERRE DD TR i e eier e b TR brert bt v XX
Db 481 nnmnonoonmnomnnooonoommnmnmumnnmnoomcmoonmomomoonnoamﬁmnmﬁon 540 DT 16-AUG-1999 (first entry)
’ XX
Qy 568 ﬁnnommommnoommomonmonwmmﬁnmmnomonﬁ@omn@nmﬂnonwnﬂamNOﬂmwmmmmm 627 DE Human cell regulatory protein p63, isoform deltaNp63 gamma, cDNA.

PEVREE e B et L i e e e ey Tt XX
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Cell regulatory protein; p63; hu-deltaNp63 gamma; human;
cancer; tumour suppressor; cell cycle control; apoptosis;
cell proliferation; cell differentiation; therapy; ss.
Homo sapiens.

W09919357-A2.

22-APR-1999.

02-0CT-1998; 98W0-US21992.
29-MAY-1998; 98U5-0087216.
15-0CT-1997; 970s8-0062076.

(HARD ) HARVARD COLLEGE.

McKeon F, Yang A;
WPI; 1999-277595/23.
P-PSDB; AAY05958.

New isolated p63 cell regulatory protein for, e.g. treatment of
tumours

Claim 1; Fig 14; 161pp; English.

The present invention concerns the discovery of a new family of

cell regulatory proteins (CRPs) termed the p63 family of proteins,
which demonstrate certain sequence identity to known tumour
suppressor proteins p53 and p73. It has been observed that the .
intron-exon organisation is conserved between p73 and p53, and from
known exon and intron sizes for these 2 genes, it was possible to
identify new members of this gene family using a PCR-based strategy
of amplifying 2 exons in a conserved domain and their intervening
intron. The human p53 gene was localised to chromosomal position
3q27-29. At least 6 different isotypes exist. Splice variants
differing at the C-terminus have been designated as alpha, beta and
gamma forms, while p63 members differing in the N-terminus are
designated as deltaN and TA forms, where the deltaN form lacks the
transactivation domain. The present sequence represents a cDNA
clone encoding human deltaNp63 gamma. p63 was detected in a variety
of human and mouse tissue. It demonstrates remarkably divergent
activities, such as the ability to transactivate p53 reporter genes
and induce apoptosis. Cessation or down-regulation of p63 expression
may play a critical role in the process of cervical squamous
differentiation, both benign and neoplastic. DeltaN isotopes of p63
act as dominant negatives towards transactivation by pS53 and p63.
p63 may also be implicated in haematopoiesis, muscle wasting (e.g.
cachexia) and neuronal differentiation and related degenerative
disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see
AAX58572-83) and anti-p63 antibodies of the invention can be used to
identify compounds useful for treating disorders involving such
processes, in detection and diagnosis, and in the production of

transgenic animals.
Sequence 2043 BP; 536 A; 623 C; 471 G; 413 T; 0 other;
Query Match 41.0%: Score 1154.6; DB 20; Length 2043;
Best Local Similarity 91.5%; Pred. No. 0;
Matches 1234; Conservative 0; Mismatches 114; Indels 1; Gaps 1;

Qy
Db
Qy
Db

Qy

29 atgaattttgaaacttcacggtgtgccaccctacagtactgccctgaccettacatccag 88
[(RERRRRERE (EEERRRRRRY PIRRTERER e verrnenerrened
1 atgaattttgaaacttcacggtgtgccaccctacagtactgccccgacccttacatecag 60

89 cgtttcgtagaaa-cccagctcatttctcttggaaagaaagttattaccgatccaccatg 147

PERCRL PR AE et et bee e r e et il
61 cgtttcatagaaaccccagctcatttctcgtggaaagaaagttattacagatetgeccatg 120

148 tcccagagcacacagacaaatgaattcctcagtccagaggttttecagcatatctgggat 207
e [RE R VEVE L1 [AERRANA] T

Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
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121
208
181

301

- 388

361
448
421
508
481
568
541
628
601
688
661
748
721
808
781
868
841
928
901
988
961
1048
1021
1108
1081
1168
1141
1228
1201
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tcgcagagcacccagacaagcegagttectcageccagaggtettccageatatetgggat

tttetggaacagcctatatgttcagttcagececattgacttgaactttgtggatgaacca

(ARARRRN TELEL TR0 A rviynr b Terninengd (RN
tttctggaacagectatatgctcagtacageccatcgagttgaactttgtggatgaaccet

tcagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcaggac

EELEE PEEEREr TREr el Vet rerer el
tccgaaaatggtgcaacaaacaagattgagattagcatggattgtatcegcatgcaagac

tcggacctgagtgaccccatgtggcecacagtacacgaacctggggctectgaacageatg
e TECTEEEREEE R E e e bttty rrei el
tcagacctcagtgaccccatgtggccacagtacacgaacctggggctectgaacagceatyg

gaccagcagattcagaacggctectegtecaccagtecctataacacagaccacgcgcag

PECRELTECREEEr R ey e et re et rt eyt reri et s vl
gaccagcagattcagaacggctcectegtccaccageccctacaacacagaccacgcacag

aacagcgtcacggcgccecctegecctacgcacageccagetecaccttcgatgectetetet

aatagcgtgacggegecctegecctatgcacageccagcectcecacctttgatgeectetet

ccatcacccgceccatceccteccaacaccgactacccaggecegcacagtttegacgtgtee
PEEEE T8 beet Perererertr re trere treer trer rerer arered
ccatecectgecattecctecaacacagattacecgggeccacacagettegatgtgtee

ttcecagcagtcgagcaccgccaagteggecacctggacgtattecactgaactgaagaaa

PECRERERTrE trene brrrertr rbesryenrvrtrertetrt rvreeerern
ttccagcagtcaagcactgccaagtcagccacctggacgtattccaccgaactgaagaag

ctctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacctect

PEberentre trere vrerirererertrertrererrrrreyrenererine
ctgtactgccagattgcgaagacatgccccatccagatcaaggtgatgaccccaccecca

cagggagctgttatcegegecatgectgtctacaaaaaagectgagcacgtcacggaggtg
PERED DXttt Crent ey bttty ey ety rerer 1t
cagggcgctgttatecgtgecatgectgtctacaagaaagetgagcatgtcaccgaggtt

gtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgecect
FEOrE b berr rere e r vt e et trert tererrr e
gtgaaacgatgccctaaccatgagctgagccgtgagttcaatgagggacagattgecect

cctagtecatttgattcgagtagaggggaacageccatgeccagtatgtagaagatcecate

TEATETE TRt e et e et e b e b e re e e el
ccecagtcatctgattcgagtagaagggaacagecatgeccagtatgtagaagatectate

acaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacg
POty rertre ettt e ettt vttt es et
acgggaaggcagagcgtgctggteccttatgageccaccacaggttggcactgaattcaca

acagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgteca

NN FEVLELEI Prer se e et v
acagtcctgtacaatttcatgtgtaacagcagctgcgtcggaggaatgaacagacgtcca

attttaatcattgttactctggaaaccagagatgggecaagtcctgggecgacgetgettt

POPORTTEREE Vet r e be e e rernd PEEEREETererr trrntd
attttaatcatcgttactctggaaaccagagatgggcaagtcctgggecgacggtgettt

gaggcccggatctgtgcttgeccaggaagagacaggaaggcggatgaagatageatcaga
PERERERCRE P E R i b v bbb v b b eel Per e vy v errintnd
gaggcccggatctgtgcttgeccaggaagagaccggaaggcagatgaagacagcatcaga

aagcagcaagtttcggacagtacaaagaacggtgatggtacgaagecgeccgtttegteag

PEREREEEREr berirsrd te i b b vt re e ety e ey
aagcagcaagtatcggacagcgcaaagaacggcgatggtacgaagecgececttteegtcag

aacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactg
PETEEEE 0 berer e tb e bbb e b e nre et e e re e 1t
aatacacacggaatccagatgacttccatcaagaaacggagatccccagatgatgagetg

ttatacttaccagtgaggggccgtgagacttatgaaatgetgttgaagatcaaagagtec
i rerererire vreeerreer b el b rrererrneretied
ctgtacctaccagtgagaggccgtgagacgtacgagatgttgctgaagatcaaagagtca

180
267
240
327
300
387
360
447
420
507
480
567
540
627
600
687
660
747
720
807
780
867
840
927
900
987
960
1047
1020
1107
1080
1167
1140
1227
1200
1287
1260
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. [ole} processes, in detection and diagnosis, and in the production of
Qy 1288 nﬁmmmmnﬁomnaomoﬁmooﬁﬁQOﬁomonmnmnmmﬂﬁmmmmcmnmnmmoommommommomm 1347 [ol] transgenic animals.
PEEEE b PEVCRREE D00 e or TRERera ey et 11l XX
Db 1261 ononmmonomﬁmomaﬁmonnoonnnmmnmnmnmmnnmmmmnmnwommmommnmmommomm 1320 SQ Sequence 1182 BP; 330 A; 342 C; 276 G; 234 T; 0 other;
Qy 1348 cagcagcaccagcacttacttcagaaaca 1376
FELETLRIVELENEL b1l [RERRE Query Match 40.6%; Score 1143.6; DB 20; Length 1182;
Db 1321 cagcagcaccagcacctacttcagaaaca 1349 Best Local Similarity 98.4%; Pred. No. 0;
Matches 1155; Conservative 0; Mismatches 19; Indels 0; Gaps 0;
RESULT 13 Qy 318 catgcaggactcggacctgagtgaccccatgtggccacagtacacgaacctggggctect 377
AAX58576 (B AR | [ RN RNARARAREE! (RARRRRE
ID AAX58576 standard; cDNA; 1182 BP. Db 9 cctggaaaacaatgcccagactcaatttagtgagecacagtacacgaacctggggetect 68
XX
AC AAXS58576; Qy 378 gaacagcatggaccagcagattcagaacggctectegtccaccagtecctataacacaga 437
XX POLERETEEET e e et r et ety et et Lt
DT 16-AUG-1999 (first entry) Db 69 gaacagcatggaccagcagattcagaacggctectegtcecaccagtecctataacacaga 128
XX
DE Human cell regulatory protein p63, isoform deltaNp63 beta, cDNA. Qy 438 ccacgcgcagaacagcegtcacggcegecctegeectacgcacageccagetecaccttega 497
XX RN AR AR RN AR RN AN FELEELTE FEErreen
KW Cell regulatory protein; p63; hu-deltaNp63 beta; human; Db 129 ccacgcgcagaacagcgtcacggcgeecctegecctacgecacageccagetecaccttcga 188
KW cancer; tumour suppressor; cell cycle control; apoptosis;
KW cell proliferation; cell differentiation; therapy; ss. Qy 498 tgctctctctccatcacecgccatccectecaacaccgactacccaggeccgcacagttt 557
XX FECREVEEER et reerenttng [RRRARAN RARARERN]
os Homo sapiens. Db 189 tgctctctetecatcaccegecatecectecaacaccgactacccaggeccgcacagttt 248
XX
PN W09919357-A2. Qy 558 cgacgtgtccttccageagtcgagcaccgccaagte gccacctggacgtattccactga 617
XX (AR AR RN AR ARNRNE] [RERERAN] [RERERRE LErereit
PD 22-APR-1999. - Db 249 cgacgtgtccttecagcagtcegagcacecgccaagteggecacctggacgtattccactga 308
XX
PF 02-0CT-1998; 98W0-0S21992. Qy 618 actgaagaaactctactgccaaattgcaaagacatgccccatecagatcaaggtgatgac 677
XX ’ (ARRRARERA [ARNRARY] [RRNRRRE] FEEEEETERErerererenen
PR 29-MAY-1998; 98US-0087216. Db 309 actgaagaaactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgac 368
PR 15-0CT-1997; 97U5-0062076.
XX . Qy 678 cccacctectecagggagetgttatecegegecatgectgtctacaaaaaagetgagcacgt 737
PA (HARD ) HARVARD COLLEGE. [AEREARAN RN RN AR AR R RN A RN R R RN A RN RRRAEA AN
XX Db 369 cccacctectcagggagetgttatecegegecatgectgtctacaaaaaagetgagcacgt 428
PI McKeon F, Yang A; .
XX Qy 738 cacggaggtggtgaagcggtgecccaaccatgagctgagecgtgaattcaacgagggaca 797
DR WPI; 1999-277595/23. [ARRRARAN (AR AR A RN RN NN [AARARRERNRE
DR P-PSDB; AAY05957. Db 429 cacggaggtggtgaagcggtgecccaaccatgagctgagecgtgaattcaacgagggaca 488
XX .
PT New isolated p63 cell regulatory protein for, e.g. treatment of Qy 798 gattgcccctectagtcatttgattcgagtagaggggaacagccatgcccagtatgtaga 857
PT  tumours FELLREEET LT b i b e e e e e i e e e e )
XX Db 489 gattgccecctectagtcatttgattcgagtagaggggaacagecatgeccagtatgtaga 548
PS Claim 1; Fig 13; 161pp; English.
XX Qy mmm,mmmnonnmﬁomnmmmmmmmnmmmmﬂoﬁonnomnwonﬁﬁwﬂmmmoomooanwomnﬁmmowo 917
[ofo] The present invention concerns the discovery of a new family of FOVEREUERE ettt ettty (ARERERRNEREE]
cc cell regulatory proteins (CRPs) termed the p63 family of proteins, Db 549 agatcccatcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcac 608
cec which demonstrate certain sequence identity to known tumour
cC suppressor proteins p53 and p73. It has been observed that the Qy 918 tgaattcacgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaa 977
ccC intron-exon organisation is conserved between p73 and p53, and from FERULETERE R e b e e e e e e e e ekt |
cc known exon and intron sizes for these 2 genes, it was possible to Db 609 ﬁmmmnﬁnmommommﬂonﬁmﬁmommnnnomnonmﬁmmowonmmﬁﬁ@ﬁanﬁmowm@amnmmw 668
cc identify new members of this gene family using a PCR-based strategy
cc of amplifying 2 exons in a conserved domain and their intervening Qy 978 ccgecgtecaattttaatcattgttactetggaaaccagagatgggcaagtectgggecg 1037
cc intron. The human p53 gene was localised to chromosomal position PEVELEERCVEN N e e e e ey vt I
cc 3q27-29. At least 6 different isotypes exist. Splice variants Db 669 ccgecgtccaattttaatcattgttactctggaaaccagagatgggcaagtectgggecg 728
cC differing at the C-terminus have been designated as alpha, beta and -
(o] gamma forms, while p63 members differing in the N-terminus are Qy 1038 acgctgctttgaggcecggatctgtgcttgeccaggaagagacaggaaggeggatgaaga 1097
cc designated as deltaN and TA forms, where the deltaN form lacks the ’ (AR AR RN R A RN R RN R RN RN AR R AR RN RN 1
cc transactivation domain. The present sequence represents a cDNA . Db 729 acgctgctttgaggcecggatctgtgettgeccaggaagagacaggaaggcggatgaaga 788
CcC clone encoding human deltaNp63 beta. p63 was detected in a variety
cC of human and mouse tissue. It demonstrates remarkably divergent oy 1098 tagcatcagaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegece 1157
CC  activities, such as the ability to transactivate p53 reporter genes ARRRRRERRR RN AR R RRR RN RE [(AEAREN (ARRERARRRRRRNRN
cc and induce apoptosis. Cessation or down-regulation of p63 expression Db 789 tagcatcagaaagcagcaagtttcggacagt caaagaacggtgatggtacgaagcgccc 848
cC may play a critical role in the process of cervical squamous
cc differentiation, both benign and neoplastic. DeltaN isotopes of p63 Qy 1158 gtttcgtcagaacacacatggtatccagatgacatccatcaagaaacgaagatccccaga 1217
C€C  act as dominant negatives towards transactivation by p53 and p63. (RERRRE AR RARE RN [ARRRRRE (ARRRR]] FREreerrererenid
cc p63 may also be implicated in haematopoiesis, muscle wasting (e.g. Db 849 gtttcgtcagaacacacatggtatccagatgacatccatcaagaaacgaagatccccaga 908
cc cachexia) and neuronal differentiation and related degenerative
cc disorders. p63 polypeptides (see AAY05953-64), polynucleotides (see Qy 1218 tgatgaactgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagat 1277
cC AAX58572-83) and anti-p63 antibodies of the invention can be used to 1 [RERRRRE (RN N AR AR AR RN RO R AR RR AN
cc identify compounds useful for treating disorders involving such Db 909 tgatgaactgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagat 968
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Matches 1060; Conservative 0; Mismatches 48; 1Indels 0; Gaps. 0;
Qy 1278 caaagagtccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggca 1337 ’
(AR RN RN RN R R R N RN RN AR RN RN A R AR RN R AR ARANARARARAD] Qy 269 cagaagatggtgcgacaaacaagattgagattagcatggactgtatccgcatgcaggact 328
Db 969 caaagagtccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggea 1028 R RN e e [N | Il | [ R B
Db 395 cagaagaaaggacagcagcattgatcaatcttacagctaacatgttgtacctggaaaaca 454
Qy 1338 acagcaacagcagcagcaccagcacttacttcagaaacatctcctttcagectgettcag 1397
[ARRER RN (NRRNRREN THETELET (AARERRNE] (ARRRN Qy 329 cggacctgagtgaccccatgtggccacagtacacgaacctggggctectgaacagcatgg 388
Db 1029 acagcaacagcagcagcaccagcacttacttcagaaacatctcctttcagectgettcag 1088 (R AR | PErrrrreererrrrbrirsrerrerererererrtnt
. Db 455 atgcccagactcaatttagtgagccacagtacacgaacctggggctcctgaacagcatgg 514
Qy 1398 gaatgagcttgtggagccccggagagaaactccaaaacaatctgacgtcttetttagaca 1457
INARRRREAN] (AN RRNERE RERRERRR AR AR AR RN RN RRRRRREAE Qy 389 accagcagattcagaacggctcctegtecaccagteectataacacagaccacgcgcaga 448
Db 1089 gaatgagcttgtggagccccggagagaaactccaaaacaatctgacgtcettetttagaca 1148 (NERRARRNRN! [RARRRR R AR RN RN RN A AR NN R R RN AR AR RARRRRRNR
Db 515 accagcagattcagaacggctectcgtecaccagtccectataacacagaccacgegcaga 574
Qy 1458 ttccaagcccccaaaccgatcagtgtacccatag 1491
RN RRERA R RN R RN [ARRNEN ’ Qy 449 acagcgtcacggcgccctcgcectacgecacageccagctecaccttegatgetetetete 508
Db 1149 ttccaagcccccaaaccgatcagtgtacccatag 1182 . ARNRRNARY TRErrrerereerirresrserrerrreresrererryrresrerd
: Db 575 acagcgtcacggcgccctegecctacgcacageccagetecaccttegatgetetectete 634
RESULT 14 Qy 509 catcacccgccatcccctecaacaccgactacccaggcccgcacagtttegacgtgteoct 568
ARZ27674 INNARARARI [ARRRRRRY Lerererarerererrneietd [RANARRER
iD ARZ27674 standard; DNA; 2082 BP. Db 635 catcacccgccatcccctccaacaccgactacccaggcccgcacagtttcgacgtgtect 694
XX
AC ARZ27674; . Qy 569 tccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaagaaac 628
XX PEELEETEEErerrerereren Tereren PErerrent NRRREN]
DT 20-DEC-1999 (first entry) Db 695 tccagcagtcgagcaccgccaagtcggcecacctggacgtattccactgaactgaagaaac 754
XX .
DE Human p40 coding sequence. Qy 629 tctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccecacctecte 688
XX TELELSTR R L R e e b e e bbb et er el
KW Human; p40; p53 homologue; oncogene; diagnosis; proliferative disease; . Db 755 tctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacctecte 814
KW anticancer therapeutic identification; cancer; immunogen; neoplasia;
KW immunoassay reagent; tumour; dysplasia; hyperplasia; therapy; ss. Qy 689 agggagctgttatccgcgccatgectgtctacaaaaaagctgagcacgtcacggaggtgg 748
XX TEERERER R e ettt et bbb ey e e e i b e e e eyl
0s Homo sapiens. Db 815 agggagctgttatccgcgccatgecctgtctacaaaaaagctgagcacgtcacggaggtgg 874
XX . .
PN W09950287-A2. Qy 749 tgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgeccete 808
XX TEELEVER R ey b el (RERRARERRE AR RRER
PD 07-0CT-1999. Db 875 tgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgececte 934
XX
PF 26-MAR-1999; 99WO-US06657 . Qy 809 ctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcccatca 868
XX ERCTERETERE R ettt TEEREETEEr e erert
PR 27-MAR-1998; 980S-0079736. - Db 935 ctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcccatca 994
XX .
PA (UYJO ) UNIV JOHNS HOPKINS. Qy 869 caggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacga 928
XX . PURTELT LR e e e e e e e e ke et
PI Trink B, Jen J, Ratovitski E, Sidransky D; Db 995 caggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacga 1054
XX
DR  WPI; 1999-591272/50. Qy 929 cagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgtccaa 988
DR P-PSDB; AAY43135. ' PEVEREEELEV e b e e e e r e ey b e bbbty
XX Db 1055 cagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgeccgtccaa 1114
PT Isolated oncoproteins used to classify and diagnose tumours, and in
PT screens for identifying anticancer agents - Qy 989 ttttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctgetttg 1048
XX : RERRARRRL PORELEREREr ettt e bt e ety ety er it ennt
PS Claim 6; Page 58-59; 63pp; English. Db 1115 ttttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctgetttg 1174
XX
cc This sequence encodes the human p40 protein of the invention. p40 (the Qy 1049 aggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatcagaa 1108
[olo] shortest variant of a new human p53 homologue) is oncogenic and detection IREREERRERE [RERRNAR IRRERRERA IRERRRAR (RERERE]
CC of its overexpression (at protein or nucleic acid levels) is used to . Db 1175 aggcccggatctgtgcttgecccaggaagagacaggaaggcggatgaagatagcatcagaa 1234
cc diagnose and classify cancers or other proliferative diseases. It can .
cec also be used to identify agents, potential anticancer therapeutics, that Qy 1109 agcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcccgtttegtcaga 1168
cC modulates its binding to p53. pd40 (or its fragments or fusion proteins) [ERRERERER RN R RRER Y] PELREOLEY e eredrerer eyttt
cc are used as immunogens to raise (or to purify) antibodies. Antibodies are Db 1235 agcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgeccgtctegtcaga 1294
cc used as immunoassays reagents for detecting overexpression of p40, also
cc therapeutically against tumours. Fragments of the nucleic acid that Qy 1169 acacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactgt 1228
CC  encode p40 are used for recombinant expression; as probes to quantify p40 [RERRRRRARE TRERUREIUIEI bbb e g bt rererrenhdt
cc gene expression or to identify related sequences, also chromosome 3q. Db 1295 acacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactgt 1354
cC Antisense fragments are useful for inhibiting expression of p40, for
cc treatment of neoplasia, dysplasia and hyperplasia. Qy 1229 tatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtccc 1288
XX TRERERERER e e et e v e e e e e e e ereren) Herern
SQ Sequence 2082 BP; 605 A; 493 C; 473 G; 511 T; 0 other; Db 1355 tatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtcce 1414
Qy 1289 tggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacage 1348
Query Match 36.6%; Score 1031.2; DB 20; Length 2082; (AR RN R RN R R R R R R RN RN RN AR AR AR R RR AR LTl
Best Local Similarity 95.7%; Pred. No. 2e-277; Db 1415 tggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacage 1474
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Qy 389 moommomomnnnmmmmnmmoﬁonnoonoomoommnooonmnmmnmommmoomnmomnmmm 448
oy 1349 agcagcaccagcacttacttcagaaaca 1376 M PERERCRTREIE T e v et vt (AERRRRRRAR]
PEVEETERLET e Db 515 moommommmﬁﬂnmommoooOﬁonnoanoomnommmooonmnmmomomomoomnoomomom 574
Db 1475 agcagcaccagcacttacttcagaaaca 1502 .
Qy 449 mowaomnomnmmoenonﬁomnonnmomomnmmonnmonﬁoomnonﬁn@mmmonononoﬁo 508
RSN R RN RN NY AR AR ARNERNY]
RESULT 15 - Db 575 mommomﬂomnomomooOﬂnmnonnmomomomwnonmmnnnownOﬁﬁocmnmonOﬁonoﬁn 634
AAC66030
ip AAC66030 standard; cDNA; 2082 BP. Qy 509 omwomnnomoomnnnoononmmnmoowmoﬁmnnommmnnnmomnmaﬂﬂnn@woonoﬁnom 568
XX I ERRRARRNARRRRNARR RN RR RN [RRRARARRRRRRRERRANNRY]
AC AAC66030; Db 635 omﬁomooomoomnnonomoommomnnmwonmnnomomooomnwnmmnwnnomnmnmnoon 694
XX
DT 21-FEB-2001 (first entry) Qy 569 ﬁoowmommnoamQnmooooommmnomooomooammmoonmnﬁnnmonmmmnnmmmmmmmo 628
XX . PEERRYCEER e tinentntl NN AR AR RRRARNEANE]
DE Human lung cancer-associated cDNA p63 isoform 4. Db 695 nonmoommnocmonmonmoommonowooowoon@@mnanmnnoomnnmmmonommomwmo 754
XX
KW Lung cancer; therapy; treatment; human; tumor; immunogenic; cytostatic; Qy 629 nonwon@onmmmﬁﬁ@ommmmmownmoooomnoommmﬁnmmemdmmnmmooonmnoﬁonnn 688
KW  vaccine; detection; ss. PELEVEEER N e r it PERUCRTETER e et
XX Db 755 nowmoﬁmnommmnnmoummumnmﬂwooonmﬁoommmnommm@ﬂomﬁmmoooomoonOOﬁo 814
0s Homo sapiens.
XX Qy 689 mmommoonaﬁnmﬂnoooooomnmnonmnnnmnmmmmmmmonmmmowOmnnmoammmmnom 748
PN W0200061612-A2. PETELECET R E b et i e trereren [N
XX Db 815 momommoﬁmnnmnooanooomﬂmooﬁmwonmnmmwmmmmonmumomnmnomomwmmmﬁmm 874
PD 19-0CT-2000. .
XX Qy 749 nmmm@oounmonnommnomﬁomonnmmmnooﬁammnnommommmmmmnmmmﬁnmooonno 808
PF 03-APR-2000; 2000WO-US08896. (NERARRRRARRRNRARERE PLEVEVCEEREr e ettt Il
XX Db 875 ﬁmmmooamnmoooommoomnomoowomooonﬂmmmnnommoomooomomomnﬁmooonno 934
PR 02-APR-1999; 99US-0285479.
PR 17-DEC-1999; 99US5-0466396. . Qy 809 Oﬁmmnnmnﬁnomﬂﬁo@mmﬁmammommmmomuoomn@noommﬁmnoﬁmmmmmmnonomﬁom 868
PR 30-DEC-1999; 99US-0476496 . FVEEECEERER e e e e e e [ARRRRN] [ARA
PR 10-JAN-2000; 2000US-0480884 . Db 935 Oﬁmmcnmﬁﬁnmmwnomw@ﬁmmmmomammommoomﬁaooommﬁwn@ﬁmommmmnooownnm 994
PR 22-FEB-2000; 2000US-0510376.
XX Qy 869 owommumwnumwmnmn@nn@mﬁmnnnnmﬁmmmoomononmmmnm@momnﬂmmmnnowomm 928
PA (CORI-) CORIXA CORP. POVEREEERET e e e ey ey [ERRRNRRARARNERR
XX Db 995 owmommwmommmmﬁmﬁmnﬁmmnmoownmnmumnnmnonnmoonnomow0ﬂmmmnnnmoom 1054
PI Wang T, Fan L;
XX Qy 929 omnﬁnnﬁonmommﬁnnomﬁmnowmmomonmmnwwnmﬁnmmmmmmmﬁmmmnnmoomnnnmm 988
DR WPI; 2000-628399/60. ULV i i et et it [ERRRRARANARNRRNN
DR P-PSDB; AAB11360. Db 1055 omoﬁnﬂnmnwnmmﬁnﬁomnmnommmnmmomonﬁmﬁoﬂﬁammmmmmnmwmnownnmnoomm 1114
XX .
PT Isolated polypeptide comprising an immunogenic portion of a lung tumor Qy 989 ﬁﬁﬁnmmﬁomﬁﬁmnﬁmnﬁonommmmoomomomnmmmommmﬂoonmwooomwooonmonﬁno 1048
PT protein is used for detecting and monitoring progression of lung cancer AN AR R AR RN AR RRARN RN et (RRRRRN
PT in a patient - Db 1115 nﬁﬁnmmnownﬁmﬁnmowonQQNWWQONQW@mnmcmommwnoonommoomwooonaonnno 1174
XX
PS Claim 25a; Page 239-240; 261pp; English. Qy 1049 mmmooow@mnnamnwnﬂﬁmnonm@@mmmmmmommwmmmoomomﬁmmmwmﬁmmommnwomm 1108
XX [ERRRRANARARARY PVLYERETET R ettt trrrne
cc This invention describes a novel isolated polypeptide (I) which Db 1175 mownooa@mnnﬁwﬁmonnmnnomoommmm@uommmmmmmommmﬁmmmmmﬂmmnmnnmamm 1234
ccC comprising an immunogenic portion of a lung tumor protein or variant (P2)
cc which have cytostatic activity. The polypeptides and polynucleotides are Qy 1109 m@ommommmnnﬂnmumnmmﬁmnmmmmmmnmmnwmﬁmmnmnmmmmnmon gtttcgtcaga 1168
cc used in compositions and vaccines to inhibit the development of cancer, PRV e e vy o i it ki (ARERANE]
cc especially lung cancer, in a patient. Methods described in the invention Db 1235 maommomm@ﬂnﬁowamommnmommuwmmoomdomﬁoonwnomwmoonoomnonomnommm 1294
cC can be used to monitor the progression of a cancer by carrying out the .
cC detection at subsequent time points and comparing the results from the Qy 1169 momOmnmnmmﬁmﬁoomomnmmomﬁoomwommomwmommmomnooonmmwnmunammonaﬂ 1228
cc different time points. CD4+ and/or CD8+ T-Cells isolated from a patient (RN AR AN (RERRRRRRRRRRRNERRN]] IRRRRRRRRR
cc are treated with P2, polynucleotides encoding P2 or antigen presenting : Db 1295 momnwomnmonmﬁnom@mnmmnmﬁoomﬁommmmwmomwwomnoonommwnamnommonmn 1354
cc cells expressing P2 and then administered to the patient to inhibit
cC development of cancer. Qy 1229 nmnmonnmonmmnmmmmmmnomﬁmmomOﬁﬁmﬁmmmmﬂQOﬁ@ﬁnommomﬁnwmmcmmﬂooo 1288
XX [AERRURRRARY EERRRRR RN RN RN AN AT [ARRRRERRRR
SQ Sequence 2082 BP; 605 A; 493 C; 473 G; 511 T; 0 other; Db 1355 ﬁmﬁmonﬂmonmmﬂmmmmm@nomﬁwmmwoﬁnmnmwmmﬁmnﬁmnﬁnmmomnnmmmommnnoo 1414
Qy 1289 ﬂmommOdnmnmommnmonnwoonommomnmommﬁnmmmmnmnmnmmmownoumnmmnmen 1348
Query Match 36.6%; Score 1031.2; DB 21; Length 2082; PEVCLERERET L e vt AR RRANRRARARRRNANNE!
Best Local Similarity 95.7%; Pred. No. 2e-277; Db 1415 ﬁm@mmnﬂomnnomowmonwaoownwmnmomnmmnﬁmmmmnonmommmommom@omwomoo 1474
Matches 1060; Conservative 0; Mismatches 48; Indels 0; Gaps 0;
Qy 1349 agcagcaccagcacttacttcagaaaca 1376
Qy 269 owmmmmmﬁ@mmoommnmmmnwmowﬁnmmomnﬁmonmﬁmamnﬂmﬁmnnomnmn@ommmmon 328 RN AR AR RN RN

R | (IR I | i Db 1475 agcagcaccagcacttacttcagaaaca 1502
Db 395 nwawwmmmmammnmonmonmnnamﬁommnonﬁmommOﬁmmomnmﬁnmmmonwmommmmnm 454

Qy 329 owmmonanQﬁomnooomnmﬁmoonmnmoﬁmnmnmwmnoammmmomooﬁowmnmmomnom 388
[N N A | RN RN RN RN RN R AR N A R NN AR Search completed: August 8, 2001, 00:20:08
Db 455 mnmnoanWOﬁommﬁnnmonwmmnnwnmmﬁwomnmmmonnmmmmonOOﬂ@mmnmoomnam 514 Job time: 8139 sec
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28 242.6 8.6 1511 4 US-08-796-101-168 Sequence 168, App
GenCore version 4.5 29 242.6 8.6 1512 2 US-08-184-009-99 Sequence 99, Appl
Copyright (c) 1993 - 2000 Compugen Ltd. 30 242.6 8.6 1512 2 US-08-458-356-99 Sequence 99, Appl
31 241 8.6 1182 2 US-08-484-956-93 Sequence 93, Appl
32 241 8.6 1182 2 US-08-757-653-93 Sequence 93, Appl
OM nucleic - nucleic search, using sw model 33 238.6 8.5 1555 2 US-08-696-376-1 . Sequence 1, Appli
34 234.6 8.3 633 2 US-08-886-280-6 Sequence 6, Appli
Run on: August 7, 2001, 21:24:54 ; Search time 108.78 Seconds 35 234.6 8.3 633 3 US-08-870-370-10 Sequence 10, Appl
(without alignments) 36 234.2 8.3 1173 2 US-08-184-009-214 Sequence 214, App
4900.718 Million cell updates/sec 37 234.2 8.3 1173 2 US-08-458-356-214 Sequence 214, App
38 234.2 8.3 1173 4 US-08-796-101-45 Sequence 45, Appl
Title: US-09-670-568B-2 39 228.4 8.1 740 4 US-09-112-437-10 Sequence 10, Appl
Perfect score: 2816 40 220.8 7.8 601 2 US-08-484-956-107 Sequence 107, App
Sequence: 1 tcgttgatatcaaagacagt..........gcatcttggtttaaaagaaa 2816 c 41 220.8 7.8 601 2 US-08-484-956-108 Sequence 108, App
42 220.8 7.8 601 2 US-08-757-653-107 Sequence 107, App
Scoring table: IDENTITY_NUC c 43 220.8 7.8 601 2 US-08-757-653-108 Sequence 108, App
Gapop 10.0 , Gapext 1.0 44 219.2 7.8 601 2 US-08-484-956-97 Sequence 97, Appl
c A4S 219.2 7.8 601 2 US-08-484-956-98 Sequence 98, Appl
Searched: 324599 seqs, 94655562 residues
Total number of hits satisfying chosen parameters: 649198 ALIGNMENTS
Minimum DB seq length: 0
Maximum DB seq length: 2000000000 RESULT 1
US-08-347-792-20
Post-processing: Minimum Match 0% ; Sequence 20, Application cm\omw»quw
Maximum Match 100% ; Patent No. 5573925

Listing first 45 summaries GENERAL INFORMATION:

APPLICANT: Halazonetis, Thanos D.

Database : Issued_Patents_NA:* TITLE OF INVENTION: p53 Proteins With Altered
1: /cgnl_7/ptodata/l/ina/SA_COMB.seq:* ; TITLE OF INVENTION: Tetramerization Domains
2: /cgnl_7/ptodata/l/ina/5B_COMB.seq:* ; NUMBER OF SEQUENCES: 37
3: /cgnl_7/ptodata/l/ina/6A_COMB.seq:* H CORRESPONDENCE ADDRESS:
4: /cgnl_7/ptodata/l/ina/6B_COMB.seq:* N ; ADDRESSEE: Howson and Howson .
S: /cgnl_7/ptodata/1/ina/PCTUS_COMB.seq:* H STREET: Spring House Corporate Cntr., PO Box 457
6: /cgnl_7/ptodata/l/ina/backfilesl.seq:* . ; CITY: Spring House

e i STATE: Pennsylvania
Pred. No. is the number of results predicted by chance to have a ; COUNTRY: USA
score greater than or equal to the score of the result being wnwnnmu\ ; ZIP: 19477
and is derived by m:mwwm»m of the total score distribution. ; COMPUTER READABLE FORM:
B B MEDIUM TYPE: Floppy disk

SUMMARIES COMPUTER: IBM PC compatible
% H OPERATING SYSTEM: PC-DOS/MS-DOS
Result Query ' H SOFTWARE: PatentIn Release #1.0, Version #1.25
No. Score Match Length DB 1ID cmmoﬂpvﬁmon ; CURRENT APPLICATION DATA:
........................................................ ; APPLICATION NUMBER: US/08/347,792

1 244.2 8.7 1215 1 US-08-347-792-20 Sequence No\ Appl ; FILING DATE:

2 244.2 8.7 1215 1 US-08-431-357-20 Sequence’ 20, Appl ; CLASSIFICATION: 530

3 244.2 8.7 1215 4 US-08-392-542-26 Sequence 26, Appl ; ATTORNEY/AGENT INFORMATION:

4 244 .2 8.7 1215 4 US-08-894-327-26 Sequence 26, Appl i NAME: Bak, Mary E.

5. 244.2 8.7 1215 5 PCT-US95-15353-20 Sequence 20, Appl ; REGISTRATION NUMBER: 31,215

6 242.6 8.6 1181 2 US-08-486-663A-18 Sequence 18, Appl ; REFERENCE/DOCKET NUMBER: WST58USA

7 242.6 8.6 1181 2 US-08-247-904B-11 Sequence 11, Appl ; TELECOMMUNICATION INFORMATION:

8 242.6 8.6 1181 3 US-08-767-942A-22 Sequence 22, Appl ; TELEPHONE: 215-540-9206

9 242.6 8.6 1182 2 US-08-184-009-215 Sequence 215, App ; TELEFAX: 215-540-5818

10 242.6 8.6 1182 2 US-08-484-956-92 Sequence 92, Aappl . ; INFORMATION FOR SEQ ID NO: 20:

11 242.6 8.6 1182 2 US-08-484-956-94 Sequence 94, Appl ; SEQUENCE CHARACTERISTICS:

12 242.6 8.6 1182 2 US-08-757-653-92 ' Sequence 92, Appl : LENGTH: 1215 base pairs

13 242.6 8.6 1182 2 US-08-757-653-94 Sequence 94, Appl ; TYPE: nucleic acid

14 242.6 8.6 1182 2 US-08-458-356-215 Sequence 215, App ; STRANDEDNESS: double

15 242.6 8.6 1182 4 US-08-796-101-46 Sequence 46, Appl ; TOPOLOGY: linear

16 242.6 8.6 1303 1 US-08-047-041A-13 Sequence 13, Appl ; MOLECULE TYPE: DNA (genomic)

17 242.6 8.6 1307 1 US-08-047-041A-12 Sequence 12, Appl US-08-347-792-20

18 242.6 8.6 1317 1 US-07-912-011-1 Sequence 1, Appli

19 242.6 8.6 1317 1 US-08-347-792-1 Sequence 1, Appli

20 242.6 8.6 1317 1 US-08-431-357-1 Sequence 1, Appli : Query Match 8.7%; Score 244.2; DB 1; Length 1215;
21 242.6 8.6 1317 2 US-08-697-221-1 Sequence 1, Appli Best Local Similarity 58.3%; Pred. No. 6.4e-59;

22 242.6 8.6 1317 4 US-08-392-542-1 Sequence 1, Appli Matches 473; Conservative 0; Mismatches 323; Indels 15; Gaps 2;
23 242.6 8.6 1317 4 US-08-894-327-1 Sequence 1, Appli

24 242.6 8.6 1317 5 PCT-US95-15353-1 Sequence 1, Appli Qy 506 ctccatcacccgccatccectecaacaccgactacccaggeccgcacagtttegacgtgt 565
25 242.6 8.6 1483 4 US-08-796-101-44 Sequence 44, Appl I O I T T O I I I A I I | (NRA RN (r ot Il
26 242.6 8.6 1484 2 US-08-184-009-103 Sequence 103, App Db 302 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 361
27 242.6 8.6 1484 2 US-08-458-356-103 Sequence 103, App
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Qy 566 ccttccagcagtcgagceaccgccaagteggccacctggacgtattccactgaactgaaga 625 SOFTWARE: PatentIn Release #1.0, Version #1.25
N N R N I I I T e T CURRENT APPLICATION DATA:
Db 362 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 421 ; APPLICATION NUMBER: US/08/431,357
FILING DATE:
CLASSIFICATION: 435
PRIOR APPLICATION DATA:
APPLICATION NUMBER: US 08/347,792
FILING DATE: 28-NOV-1994
ATTORNEY/AGENT INFORMATION:
NAME: Bak, Mary E.
REGISTRATION NUMBER: 31,215
REFERENCE/DOCKET NUMBER: WSTSBUSA
Qy 746 tggtgaagcggtgccccaaccatgagetgagcegtgaattcaacgagggacagattgeee 805 H TELECOMMUNICATION INFORMATION:
| PR YR Trenengng It I 11 [BERER TELEPHONE: 215-540-9206
Db 542 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- -~~~ GTCTGGCCC 595 TELEFAX: 215-540-5818
INFORMATION FOR SEQ ID NO: 20:
SEQUENCE CHARACTERISTICS:
LENGTH: 1215 base pairs

Qy 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 685
oot e et e ol I ol
Db 422 AGATGTTTTGCCAACTGGCGAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 481

Qy 686 ctcagggagctgttatccgcgccatgectgtctacaaaaaagectgagcacgtcacggagg 745
[N NN N N N N R R N AR AR R F N E
Db 482 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 541

Qy 806 ctcctagtcatttgattcgagtagaggggaacageccatgeccagtatgtagaagatccca 865
(AR IVE VY by 1 [ FEVLY 101 1) )

Db 596 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 655 H TYPE: nucleic acid
H STRANDEDNESS: double

Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925 ; TOPOLOGY: linear

R1 L TEREEE TREEELE SRl e e ity 1 i MOLECULE TYPE: DNA (genomic)
Db 656 ACACTTTTCGACATAGTGTGGTGGTACCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 715 US-08-431-357-20
Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte 985

i1 PEVEL L Lrenngd IR I Query Match 8.7%; Score 244.2; DB 1; Length 1215;
Db 716 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGE 775 Best Local Similarity 58.3%; Pred. No. 6.4e-59;

Matches 473; Conservative 0; Mismatches 323; Indels 15; Gaps 2;

Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggcecgacgectget 1045 .

I IR FE e i It Qy 506 ctccatcacccgccatcccctccaacaccgactacccaggeccgeacagtttegacgtgt 565

Db 776 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 835 VoloobE b i HEel AN I

Db 302 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 361

Qy 1046 ttgaggcceggatetgtgcttgeccaggaagagacaggaaggeggatgaagatagecatca 1105 .
FERLRE 00 0 e b it i AR 1 . Qy 566 ccttccagcagtcgagcaccgccaagtceggecacctggacgtattccactgaactgaaga 625

Db 836 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 895 N R R N R N N N N R R R A R N e R A

Db 362 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 421

Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgceegtttegte 1165
[BER R | 11l | | I O I T T T T T . Qy . 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 685

Db 896 GCAAGAAAGGGGAGCCTCACCACGAGCTCCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 955 | 11 | [EEERRRE! BRI 111 IR

Db 422 AGATGTTTTGCCAACTGGCGAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 481

Qy 1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225

I b | [y 11 [ [N Qy 686 ctcagggagctgttatccgcgecatgectgtctacaaaaaagctgagcacgtcacggagg 745
Db 956 ACAACAC--=------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 1006 A PEELELREReE ey 1|

Db 482 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 541

Qy 1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgetgttgaagatcaaagagt 1285

Il [N [ | 1l | bt Qy 746 tggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgeee 805
Db 1007 ATTTCACCCTTCAGATCCGCGGGCGTGAGCGCTTCGAAATGTTCCGAGAGCTGAATGAGG 1066 CRELE T rrere) )

Db 542 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- -~ - - -GTCTGGCCC 595

Qy 1286 ccctggaactcatgcagtaccttecteagea 1316

LErrernn K [ Qy 806 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcecca 865
Db 1067 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1097 1 0 v N TR |

Db 596 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 655

RESULT 2 Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925
US-08-431-357-20 R (N N N N AN N N AR AN e

; Sequence 20, Application US/08431357 : Db 656 ACACTTTTCGACATAGTGTGGTGGTACCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 715
; Patent No. 5721340

; GENERAL INFORMATION: - Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgte 985
; APPLICANT: Halazonetis, Thanos D. [ PEVEE L i VEob b b e e 1

; TITLE OF INVENTION: p53 Proteins With Altered Db 716 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 775
H TITLE OF INVENTION: Tetramerization Domains :

; NUMBER OF SEQUENCES: 37 Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget 1045
; CORRESPONDENCE ADDRESS: [ . TEE b i Il

; ADDRESSEE: Howson and Howson Db 776 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 835
; STREET: Spring House Corporate Cntr., PO Box 457 .

; CITY: Spring House Qy 1046 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 1105
H STATE: Pennsylvania VEREIE e et e ettt i AR |

; COUNTRY: USA Db 836 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 895
; 2IP: 19477

; COMPUTER READABLE FORM: Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecccgtttegte 1165
; MEDIUM TYPE: Floppy disk [BREE | (BN 1 | e ot

H COMPUTER: IBM PC compatible Db 896 GCAAGAAAGGGGAGCCTCACCACGAGCTCCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 955

OPERATING SYSTEM: PC-DOS/MS-DOS
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Qy 1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225
Db 956 %nbﬁ%%% ......... m>moeonamHOMMnbmon»%%Q>>0%>%nm>M%QM%%WQ>W%%Q 1006
Qy 1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285
Db 1007 >aeeo>0M0%eM>o>%OOMOMMQMM%M%MOQO%QOM%%%%MH%OOO>Q%Mn%o%%em%mn 1066
Qy 1286 ccctggaactcatgcagtaccttcctcagea 1316

Db 1067 CCTTGGARCHCARGGATGCLEAGGLTGEERR 1097

RESULT 3

US-08-392-542-26

; Sequence 26, Application US/08392542

Patent No. 6169073

GENERAL INFORMATION: )
APPLICANT: Halazonetis, Thanos
APPLICANT: Hartwig, Wolfgang
TITLE OF INVENTION: Peptides nad Peptidomimetics with
TITLE OF INVENTION: Structural -Similarity to Human p53 That Activate p53
TITLE OF INVENTION: Function
NUMBER OF SEQUENCES: 35
CORRESPONDENCE ADDRESS:

ADDRESSEE: Banner, Birch, McKie & Beckett
STREET: 1001 G Street, N.W.

CITY: Washington, D.C.

STATE: District of Columbia

COUNTRY: U.S.

ZIP: 20001

COMPUTER READABLE FORM:
MEDIUM TYPE: Floppy disk

COMPUTER: 1IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:
APPLICATION NUMBER: US/08/392,542
FILING DATE:

CLASSIFICATION: 514

ATTORNEY/AGENT INFORMATION:

NAME: Posorske, Laurence H.
REGISTRATION NUMBER: 34,698
REFERENCE/DOCKET NUMBER: 0486.48439

TELECOMMUNICATION INFORMATION:
TELEPHONE: 202 508-9100
TELEFAX: 202 508-9299

INFORMATION FOR SEQ ID NO: 26:

SEQUENCE CHARACTERISTICS:
LENGTH: 1215 base pairs
TYPE: nucleic acid
STRANDEDNESS: double
TOPOLOGY: linear

MOLECULE TYPE: CcDNA

ORIGINAL SOURCE:

ORGANISM: Homo sapiens

5-08-392-542-26

Query Match 8.7%; Score 244.2; DB 4; Length 1215;

Best Local Similarity 58.3%; Pred. No. 6.4e-59

Matches 473; Conservative 0; Mismatches 323; 1Indels 15; Gaps 2;
Qy 506 ctccatcacccgccateccctecaacaccgactacccaggeccgecacagtttcgacgtgt 565

R A TEerr ITEE bl
Db 302 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 361
Qy 566 ccttccagcagtcgagcaccgccaagtceggecacctggacgtattccactgaactgaaga 625
N N N N NN RN A N N R AN AN R A AR A N

Db 362 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 421
Qy 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccacete 685

us-09-670-568b-2.rni
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422 AGATGTTTTGCCAACTGGCGAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 481

686 ctcagggagctgttateccgecgecatgectgtctacaaaaaagctgagcacgtcacggagg 745
R BN A N e e e A A e
482 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 541

746 tggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgece 805
P v trerer e I Il 1 I
542 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG-~---~ GTCTGGCCC 595

806 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcecca 865

FH VI e by [y FEEET a1 |
596 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 655

866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925

111 FVEE PRV e ceere i e e |
656 ACACTTTTCGACATAGTGTGGTGGTACCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 715

926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgtc 985
[ AN RN RRRR! | PEoob i e sy 1
716 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 775

986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggeccgacgetgct 1045

[ | TR b L il [
776 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 835

1046 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 1105
PEELEL 1Y [IIEIRIN! Il
836 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 895

1106 @mmm@ommommmﬁﬁﬁnmmmommnmommm@mmommnmmnomnmoommmomonomﬁnnnono 1165

|11 | P | | RN
896 GCAAGAAAGGGGAGCCTCACCACGAGCTCCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 955

1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225

[BRERNY | [ [ e ot
956 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 1006

1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285

I |1 ot AR Iy
1007 ATTTCACCCTTCAGATCCGCGGGCGTGAGCGCTTCGAAATGTTCCGAGAGCTGAATGAGG 1066

1286 ccctggaactcatgcagtaccttcctcagca 1316
PEoireniren 11 Il L
1067 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1097

SULT 4
-08-894-327-26
Sequence 26, Application US/08894327
Patent No. 6245886
GENERAL INFORMATION:

APPLICANT: Halazonetis, Thanos

APPLICANT: Hartwig, Wolfgang

TITLE OF INVENTION: Peptides and peptidomimetics with
TITLE OF INVENTION: structural similarity to human p53 that activate p53
TITLE OF INVENTION: function

FILE REFERENCE: 2973.19998

CURRENT APPLICATION NUMBER: US/08/894,327
CURRENT FILING DATE: 1997-12-04

EARLIER APPLICATION NUMBER: pctus96/01535
EARLIER FILING DATE: 1996-02-16

EARLIER APPLICATION NUMBER: 08/392,542
EARLIER FILING DATE: 1995-02-16

NUMBER OF SEQ ID NOS: 35

SOFTWARE: FastSEQ for Windows version 3.0
SEQ ID NO 26

LENGTH: 1215

TYPE: DNA

ORGANISM: Homo sapiens
-08-894-327-26
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Query Match 8.7%; Score 244.2; DB 4; Length 1215; STREET: Spring House Corporate Cntr., PO Box 457
Best Local Similarity 58.3%; Pred. No. 6.4e-59; CITY: Spring House
Matches 473; Conservative 0; Mismatches 323; Indels 15; Gaps 2; STATE: Pennsylvania
COUNTRY: USA
Qy 506 ctccatcaccegecateccctecaacaccgactacccaggecegeacagtttegacgtgt 565 ZIP: 19477

COMPUTER READABLE FORM:

MEDIUM TYPE: Floppy disk

COMPUTER: IBM PC compatible

OPERATING SYSTEM: PC-DOS/MS-DOS

SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:

APPLICATION NUMBER: PCT/US95/15353

| e R O B O R A | | [ [RENERRE I
Db 302 ccctgtcatettetgtecctteccagaaaacctaccagggcagetacggtttecgtetgg 361

Qy 566 nnnnnnmonmmnnomoomnocnommoﬁoaooomOOﬁammomnmﬁnonmnﬁammonwmmmm 625
I N I N R N A N e N R N N A T T T R T
Db 362 gcttettgecattctgggacagecaagtetgtgacttgcacgtacteccctgoccteaaca 421

Qy 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 685 FILING DATE:
A RN R AR R N R R A O R A | N I CLASSIFICATION:
Db 422 agatgttttgccaactggcgaagacctgccctgtgeagetgtgggttgattccacaccee 481 PRIOR APPLICATION DATA:

APPLICATION NUMBER: US 08/347,792
Qy 686 ctcagggagctgttatccgcgecatgectgtctacaaaaaagetgagcacgtcacggagg 745 FILING DATE: 28-NOV-1994
[ B RN NN R RN R A IR N A PR RN R RN RN PRIOR APPLICATION DATA:
Db 482 cgcceggcaccegegtecgegecatggecatctacaagcagtcacageacatgacggagg 541 ; APPLICATION NUMBER: US 08/431,357
FILING DATE: 28-APR-1995
PRIOR APPLICATION DATA: .
APPLICATION NUMBER: US 08/456,623
FILING DATE: 01-JUN-1995
ATTORNEY/AGENT INFORMATION:
NAME: Bak, Mary E.
REGISTRATION NUMBER: 31,215
REFERENCE/DOCKET NUMBER: WST58CPCT
TELECOMMUNICATION INFORMATION:
TELEPHONE: 215-540-9206
TELEFAX: 215-540-5818
INFORMATION FOR SEQ ID NO: 20:
SEQUENCE CHARACTERISTICS:
LENGTH: 1215 base pairs
TYPE: nucleic acid
; STRANDEDNESS: double
H TOPOLOGY: linear
Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetget 1045 ; MOLECULE TYPE: DNA (genomic)
N AR (KN R A AN It PCT-US95-15353-20

Qy 746 tggtgaagcggtgcecccaaccatgagctgagccgtgaattcaacgagggacagattgeee 805
Ve EvE b reerirnn I B [ [EEERR
Db 542 ttgtgaggcgetgeccccaccatgagegetgctcagatagegatg------ gtctggceeo 595

Qy 806 ctcctagtcatttgattcgagtagaggggaacageccatgeecagtatgtagaagatccca 865
e TEE T e by i [ FLEEy 111 |
Db 596 ctcctcagecatcttatccgagtggaaggaaatttgegtgtggagtatttggatgacagaa 655

Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccecaggttggcactgaattca 925

It LD VERRRE DR Er el CPEreree o0 terenttd s o
Db 656 acacttttcgacatagtgtggtggtaccctatgagecegectgaggttggctctgactgta 715

Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte 985
[N PEELE L et [ A R A RN RN N
Db 716 ccaccatccactacaactacatgtgtaacagttcctgcatgggcggcatgaaccggagge 775

Db 776 ccatcctcaccatcatcacactggaagactccagtggtaatctactgggacggaacaget 835
Qy 1046 ttgaggcccggatcetgtgcttgeccaggaagagacaggaaggcggatgaagatagcatca 1105 Query Match 8.7%; Score 244.2; DB 5; Length 1215;

[ N | L0t Ot P gt ] Best Local Similarity 58.3%; Pred. No. 6.4e-59;
Db 836 ttgaggtgcgtgtttgtgcctgtectgggagagaccggcgcacagaggaagagaatctee 895 Matches 473; Conservative ;  Mismatches 323; 1Indels 15; Gaps 2;
Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgccegtttegte 1165 O%. 506 ctccatcaccegccatcecctecaacaccgactacccaggeccgecacagtttecgacgtgt 565
Db 896 Wnww%m%mammwmmowﬁowhnwoomQOﬁQQOMoom%mmmwo%mnw%%%wmm%momm%oom 955 Db 302 momeo%m%ameemem%mmme%mmo%O%>>>OM%%mm»mmmmvoneﬁmnm%%%momeo*mn 361
Qy 1166 mmmmnmomnmnmmﬁmﬁoommmnmmomnnnmﬁomm@mmmoommmmﬁoonommmﬂamﬂmmmo 1225 Qy 566 ccttccagcagtegagcacegccaagtcggecacctggacgtattccactgaactgaaga 625
Db 956 %0%%%%% ......... Mm@ﬂﬁnoﬁ%nomwoquomh%ommm%m%nwmhnmwhhwawwhhn 1006 Db 362 QM%%maeMm%e%memwo%mymmow>m%memeo%me%mnbmM%%O%M%OM%MOO%%O%%G% 421
Qy 1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285 Qy 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccecaccte 685
Pb 1007 atticaceettbagatocdedsgbatersescttegrantsticosagucigatamsy 1066 Db 422 AGATOTTTIGCLARCTGOLOARGACCHAEE TGTabAGCToTab M ToATT AR 481
Qy Humm.nn0ﬁmmmmnnnmnmnwaﬂmnoﬁnnOﬁommnm 1316 Qy 686 ctcagggagctgttatcegege atgcctgtctacaaaaaagctgagcacgtcacggagg 745

e 1o Il [ o (ERA A
Db 1067 ccttggaactcaaggatgcccaggctgggaa 1097 Db 482 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 541

oy 746 tggtgaagcggtgccccaaccatgagctgagecgtgaattcaacgagggacagattgeee 805

RESULT 5 ELELE T et Al I (SRR I 1

PCT-US95-15353-20 Db 542 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG---- -~ GTCTGGCCC 595

; Sequence 20, Application PC/TUS9515353

; GENERAL INFORMATION: Qy 806 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatccca 865

i APPLICANT: The Wistar Institute of Anatomy [INEN PR e e e b [BA [RARE A [

; APPLICANT: and Biology Db 596 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 655

; APPLICANT: Halazonetis, Thanos D. .

H TITLE OF INVENTION: p53 Proteins With Altered Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925

; TITLE OF INVENTION: Tetramerization Domains ) I PG FLEDEE LEREE et e e ey bt
NUMBER OF SEQUENCES: 46 Db 656 ACACTTTTCGACATAGTGTGGTGGTACCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 715

; CORRESPONDENCE ADDRESS: .
; ADDRESSEE: Howson and Howson Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte 985
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e b e L Lo e e
Db 716 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 775

; NAME/KEY: CDS
; LOCATION: 1..1182
cm-om.nwm-mmw>-wm

Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget 1045
Err e e e et LR bl (N
Db 776 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 835 Query Match 8.6%; Score 242.6; DB 2; Length 1181;
Best Local Similarity 58.2%; Pred. No. 1.8e-58;
Qy 1046 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 1105 Matches 472; Conservative 0; Mismatches 324; Indels 15; Gaps 2;
PERREE 0 0 e b e g el L el I
Db 836 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 895 Qy 506 ctccatcacccgccatceecteccaacaccgactacccaggeecgcacagtttegacgtgt 565
bbb 0 e e AREREEER e |1
Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtttegte 1165 Db 275 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334
[ | 10l | | Eorr e i
Db 896 GCAAGAAAGGGGAGCCTCACCACGAGCTCCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 955 Qy 566 ccttccagcagtcgagcaccgccaagteggecacctggacgtattccactgaactgaaga 625
LI el el Lot b e it ot
Qy 1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225 Db 335 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394
FIvEn | AL I (B K]
Db 956 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 1006 Qy 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 685
. [ R A N A R A AN AN e A 11 ot
Qy 1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285 Db 395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454
Il [ b AR IR
Db 1007 ATTTCACCCTTCAGATCCGCGGGCGTGAGCGCTTCGAAATGTTCCGAGAGCTGAATGAGG 1066 Qy 686 ctcagggagctgttatccgcegecatgectgtctacaaaaaagetgagcacgtcacggagg 745
ot RN NN R A e A N A R NN R
Qy 1286 ccctggaactcatgcagtaccttectcagca 1316 Db 455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514
TErrrrene i I [
Db 1067 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1097 Qy 746 tggtgaagcggtgccccaaccatgagctgagcegtgaattcaacgagggacagattgeee 805
Porire fre veveel trenreryd 11 11 (B I 111
Db 515 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG------ GTCTGGCCC 568
RESULT 6
0S-08-486-663A-18 : Qy 806 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatccca 865
; Sequence 18, Application US/08486663A 10 PEEC ey vty i RN e 11
; Patent No. 5968761 Db 569 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628
;  GENERAL INFORMATION:
H APPLICANT: Rolfe, Mark Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925
i APPLICANT: Eckstein, Jens W. AR PV L vrer re peeerrer te rerererr el
; APPLICANT: Draetta, Giulio Db 629 ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688
; APPLICANT: Guillaume Cottarel
H TITLE OF INVENTION: Ubiquitin Conjugating Enzymes Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte 985
H NUMBER OF SEQUENCES: 21 B AN AR RN NRINE! L e ey
H CORRESPONDENCE ADDRESS: Db 689 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 748
H ADDRESSEE: LAHIVE & COCKFIELD
H STREET: 60 State Street Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget 1045
H CITY: Boston : B [IRIE | I e KL
; STATE: MA Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808
H COUNTRY: USA
: ZIP: 02109 . Qy 1046 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 1105
; COMPUTER READABLE FORM: ) PEEYEE b L e e v e ol AR I
H MEDIUM TYPE: Floppy disk Db 809 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 868
; COMPUTER: IBM PC compatible
; OPERATING SYSTEM: PC-DOS/MS-DOS Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcccgtttegte 1165
H SOFTWARE: ASCII(text) B | A [ | e v
; CURRENT APPLICATION DATA: Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928
; APPLICATION NUMBER: US/08/486,663A
; FILING DATE: Qy 1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225
; CLASSIFICATION: . [BREARE | bl Il e e
; PRIOR APPLICATION DATA: Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979
H APPLICATION NUMBER: US
H FILING DATE: Qy 1226. tgttatacttaccagtgaggggccgtgagacttatgaaatgetgttgaagatcaaagagt 1285
; ATTORNEY/AGENT INFORMATION: bl [ [ ANAE AR el
H NAME: Vincent, Matthew P. Db 980 ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039
; REGISTRATION NUMBER: 36,709
REFERENCE/DOCKET NUMBER: MII-029CP2 Qy 1286 ccctggaactcatgcagtaccttectcageca 1316
TELECOMMUNICATION INFORMATION: (AR ER AR I [
TELEPHONE : (617) 227-7400 Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

TELEFAX: (617) 227-5941

INFORMATION FOR SEQ ID NO: 18:
SEQUENCE CHARACTERISTICS: . RESULT 7

LENGTH: 1181 base pairs US-08-247-904B-11
TYPE: nucleic acid ; Sequence 11, Application US/08247904B
STRANDEDNESS: both ; Patent No. 5981699
TOPOLOGY: linear ; GENERAL INFORMATION:
MOLECULE TYPE: CDNA ; APPLICANT: Rolfe, Mark
FEATURE: H APPLICANT: Eckstein, Jens W.
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: APPLICANT: Draetta, Giulio Db 689 OO$00>HOOwOe>0>>Oe>0beQeme>>0>0HeOnenO}HQQOOOQO?HQ&>ODOQ>OOO 748

; TITLE OF INVENTION: Human Ubiquitin Conjugating Enzyme .

; NUMBER OF SEQUENCES: 17 Qy 986 ommnnﬁnmmnomnnmﬁnmnmoﬁaommmoomawmmﬁ@omnmmanonnwm@onwmnmonmnn 1045

; CORRESPONDENCE ADDRESS : Iy I PIL 0 it 1 1)

; ADDRESSEE:; Foley, Hoag & Eliot Db 749 onbeonenbno>en>e0>nboenn>>o>Oano>meome>>ane>oeoomwoom>>o>ooa 808

H STREET: One Post Office Square

: CITY: Boston Qy 1046 nﬁamomooomomnomonmonﬁmnnowmwmwmwmmnmmmmmmmnmmwnmmmmmnmonmnnm 1105

; STATE: MA : FECEEE 00 1ty 41 Ut 1 I 11 (1 i1

H COUNTRY: USA Db 809 eem>nmemomqoeqanemooemenmenOQ>O>Q>OOQQOQD>O>Q>Qn>>m>ow»eoeon 868

H ZIP: 02109

i COMPUTER READABLE FORM: Qy 1106 mmmmmomonwwmnnnnmomnmonmommmommommnmmﬁo@nmowmmwooonnwnﬁnnmnn 1165

; MEDIUM TYPE: Floppy disk [ | [ [ 1 [N [

; COMPUTER: 1IBM PC compatible Db 869 Onbbnbbbnono>mnoeo>on>oo»nneanOnnowomn>onbnew>ono>oo>oaonon> 928

; OPERATING SYSTEM: PC-DOS/MS-DOS

H SOFTWARE : ASCII(text) Qy 1166 ummnnmnmomﬁmonmnoommmmomomwoomﬁommmmmmommmamnoonnmmmnomﬁmmmo 1225

; CURRENT APPLICATION DATA: | | il I [ | i (N
APPLICATION NUMBER: UsS/08/247,904B Db 929 ACAACAC--+~---~--- nbmoeoneoenono>ooo>>>o>>nw>>on>neoo>aam>n»>e 979
FILING DATE: 23-MAY-1994

H CLASSIFICATION: 530 Qy 1226 ﬁoﬁnmnmonnmoommnmmmnmmnooﬁmmmmoﬁﬁmﬁ@mmmcmononnammomnomwmomwﬁ 1285

H ATTORNEY/AGENT INFORMATION: L [ L et NI IR

; NAME: Vincent, Matthew P. Db 980 >aae0>0006eo>o§eoOneonoOneovoonoeeom>m>aneeoon>m>ooe0>>e0boo 1039

; REGISTRATION NUMBER: 36,709

H REFERENCE/DOCKET NUMBER : MIV-029.01 Qy 1286 ooonmwmmonomnmomanmnnnnnomommom 1316

H TELECOMMUNICATION INFORMATION: . Pttt | I 1 [

H TELEPHONE : (617) 832-1000 Db 1040 noeaonbboen>>ao>eonnnbmnﬂﬂmmmb> 1070

; TELEFAX: (617) 832-7000
5 INFORMATION FOR SEQ ID NO: 11:

; SEQUENCE CHARACTERISTICS: RESULT 8

; . LENGTH: 1181 base pairs US-08-767-942a-22

; TYPE: nucleic acid ; Sequence 22, Application US/08767942Aa
; STRANDEDNESS: both - ; Patent No. 6068982

; TOPOLOGY: 1linear i GENERAL INFORMATION:

; MOLECULE TYPE: CDNA ; APPLICANT: Rolfe, Mark

H FEATURE: ; APPLICANT: Chiu, M. Isabel

; NAME/KEY: CDS ; APPLICANT: Berlin, Vivian

; LOCATION: 1..1181 ; APPLICANT: Damagnez, Veronique
US-08-247-904B-11 H APPLICANT: Draetta, Giulio

; APPLICANT: Guillaume, Cottarel
; TITLE OF INVENTION: UBIQUITIN CONJUGATING ENZYMES

Query Match 8.6%; Score 242.6: DB 2; Length 1181; ; NUMBER OF SEQUENCES: 45
Best Local Similarity 58.2%; Pred. No. 1.8e-58; ; CORRESPONDENCE ADDRESS :
Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps 2; ; ADDRESSEE: FOLEY, HOAG & ELIOT LLP
i STREET: One Post Office Square
Qy . 506 onoomﬁownnomnnmnonoonoommnmoommnnmoonmmmooomomommnnﬁommomﬁmn 565 H CITY: Boston
IR NN I Il ; STATE: MA
Db 275 nnoanenbensqnemeonnHenon>m>>>>one>OO>OQOO>QOe>noneeenomeOeom 334 ; COUNTRY: USA

; ZIP: 02109-2170
; COMPUTER READABLE FORM:

MEDIUM TYPE: Floppy disk

COMPUTER: IBM PC compatible

OPERATING SYSTEM: PC-DOS/MS-DOS

SOFTWARE: PatentIn Release #1.0, Version #1.30
CURRENT APPLICATION DATA:

APPLICATION NUMBER: Us/08/767,942a

FILING DATE: 17-DEC-1996
ATTORNEY /AGENT INFORMATION:

NAME: Vincent, Matthew P.

REGISTRATION NUMBER: 36,709

REFERENCE/DOCKET NUMBER : MIV-029.04
Qy 746 ﬁmmnmmmmnmmﬁmonnnmmoomnmmmonmmmcoonommnnnwmnmmoammnmmmnnmnoo 805 ; TELECOMMUNICATION INFORMATION:

VLEE UL R 1 1l [ [SNENN TELEPHONE: 617-832-1000

Db 515 eqnem>000noemnoono>nnbeoﬁ000060090>o>e»m0m>a0 ...... GTCTGGCCC 568 TELEFAX: 617-832-7000
INFORMATION FOR SEQ ID NO: 22:

SEQUENCE CHARACTERISTICS:

LENGTH: 1181 base pairs
TYPE: nucleic acid
; STRANDEDNESS: both
Qy 866 ﬁomnmmmmmamomomaﬂonmonmmnmooﬁﬁmnmmwnnmnooomuonﬁmaom0ﬁammﬁnnm 925 ; TOPOLOGY: linear
I PIVE VLN 10ty 1y FEVLVLLE L 0T A H MOLECULE TYPE: cDNA
Db 629 >O>Oaeaann&nwe>oenanmanmHonnoebao>nOnoonemwnoeanmnqoem>0e0e> 688 ; FEATURE:
. ) ; NAME/KEY: CDS

Qy 566 onﬁnoomaomawnamonmoomoommwnnwmoomnonoowomﬁmﬁnoomon@mmnnmmmmm 625
LELL 1 VLI 1 VLB g
Db 335 noeaneeoo>aeoeomn>o>ﬂon>>neoenemwoeamownnq>aeonnneoonoenw>nw 394

Qy 626 wmoﬁoﬁmonQOONWmnﬂmnmmmmmnmnooooomﬁoomomﬁommmaﬁumwumoanomonwn 685
ot i i [ARRE] R i IR
Db 395 >m>eneeaenon>>oenmon>>0>noennonamemn>noanemnmeenbeeOObOboooo 454

;
;
;
;

Qy ‘ 686 oﬁomcmmmmononnmﬁonmnmonmnaoonmnoﬁWOWmmmmmmonammomooﬁomomowmo 745

e PULEVULLLET L Ve 1 ) iy SRy
Db 455 onononon>nononaeonmnmon»eoooo>eoe»o»>no>naa>o>an>n»em>onmwmn 514

Qy 806 nnonnmmnnmnﬁnmmnﬁommmmmamomommmnmooomﬁmnoommnwﬁuﬂmmmm@mmooom 865
(1NN VUL i 1111 4 (A FLEIV 0 T 1) |
Db 569 OeoneO>QOanee>eonmvnemmbwmm>>weaenoneoe@Q)ereaennbeown>o>> 628

Qy 926 ommnmmﬁnnnmnmnmmﬁﬂnomnmnaﬂmmommomnnﬁonoﬁﬂaamommmﬁmmmonmoomno 985 H LOCATION: 1..1179
[ FLEEE L et 1 [ PELErbne i US-08-767-942a-22




Qy
Db
oy
bb
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

RE

Wed Aug 8 08:03:40 2001

us-09-670-568b-2.rni

Query Match 8.6%; Score 242.6; DB 3; Length 1181;

Best Local Similarity 58.2%; Pred. No. 1.8e-58;

Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps

. 506 ctccatcacccgccatccecteccaacaccgactacccaggcccgcacagtttcgacgtgt 565
275 Mnmen%%%amHGMHO%MMMa%%%O%O%>v>OM%%MM>oM%M>OO&%MOM%%%MOQHO%WQ 334
566 ccttccagcagtcgagcaccgecaagteggecacctggacgtattecactgaactgaaga 625
335 GCTTCTIECATICTGAGACAGLCAAGTETGTGALTIECACTACTLLCETCCE TCARCA 394
626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 685
395 AGATGTTTTCLCAACTGOLCARGALCTGLE T TGlAGCTGTGAG TGAT T  abA et 454
686 ctcagggagctgttatccgcgecatgectgtctacaaaaaagctgagcacgtcacggagg 745
155 COCCCEACACCCECETELALELCATEOLCATCTACAAGCAGTCACALEACATGALEEAGE 514
746 tggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgcce 805
515 PRCTCAGHECCTOLECCCACLATAGLGCTEETCACATAGEGATS - - - --GTCTGbALt 568
806 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatecca 865
569 CHCCTICAGEATCITATCCGACTGEAMGEARAT TG TCGACTATTIGATEACAGAA. 626
866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925
629 ACACTTTICGACATAGTGTOOTCETGACCTATEAGLLGLCTGAGEHIEECTCTGACTGTA 668
926 owaommnonnonmnmmnnﬁomﬂﬂﬁuﬁmmowmomoﬂﬁmﬁmﬁnmowommmﬁmmwoomnomno 985
689 MOMMO>%mnwna>0>%O%>O>Hneoe>>O>Qeenn*mO>%OWWOMWO>HG»>OOMO>MQM 748
986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgctget 1045
749 CCATCCTCACCATCATCACALHEGAAGALTCCAGTGATARTCTAC TGEEAC GAREAGET 808
1046 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggeggatgaagatagecatca 1105
805 TIGAGOTGLTGHTIGTEACTETCCTCAGASACACCAbCaCALACAGEAAGAGRATCILE 868
1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtticgte 1165
869 MO%%M?%>OQOM>OOMEO%MObOo>ooe%OOMOO>WGQ>M0%Me%%%%%>m%>0%mhoo> 928
1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225
929 %O%%M%m ......... M>ooenoemeOM%O&OOO’%%Qw>nﬁ>ﬁom>maom%%mnwm%%e 979
1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285
980 >%%%O>OMO%HM>Q>%OOMHMWQM%HO?MOQO%HOM%OW%WQ%OOODO%MG%Q%WQMVMG 1039
1286 ccctggaactcatgcagtaccttcctcagca 1316
1040 CCTHOGAACTCARGGATGCEEAGLTGGEAR 1070

SULT

US-08-184-009-215

Sequence 215, Application US/08184009
Patent No. 5833975

GENERAL INFORMATION:

APPLICANT:
APPLICANT:
APPLICANT:
TITLE OF INVENTION:

NUMBER OF SEQUENCES:

Paoletti, Enzo

Tartaglia, James

Cox, William I.

RECOMBINANT VIRUS IMMUNOTHERAPY
217

2;

H

CORRESPONDENCE ADDRESS:

ADDRESSEE:
STREET:
CITY:

Curtis, Morris & Safford
530 Fifth Avenue
New York

STATE: NY

COUNTRY :
Z1IP:

Usa
10036

COMPUTER READABLE FORM:

MEDIUM TYPE:
COMPUTER:
OPERATING SYSTEM:
SOFTWARE :

Floppy disk

IBM PC compatible

PC-DOS/MS-DOS

PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:
CLASSIFICATION:

us/08/184, 009
19-JAN-1994
435

ATTORNEY /AGENT INFORMATION:

NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

william S.
25,506
454310-2530

Frommer,

TELECOMMUNICATION INFORMATION:

TELEPHONE:

TELEFAX:

TELEX:
INFORMATION FOR SEQ ID NO:

(212) 840-3333
(212) 840-0712
425066CURTMS

215:

SEQUENCE CHARACTERISTICS:

LENGTH:
NTYPE:

STRANDEDNESS :

TOPOLOGY :
MOLECULE TYPE:

1182 base pairs
nucleic acid
single
linear
CDNA

Us-08-184-009-215

Query Match
Best Local Similarity

Matches

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

506
275
566
335
626
395

686

746
515
806
569
866
629
926
689

749

8.6%; Score 242.6; DB 2;
58.2%; Pred. No. 1l.8e-58;
Conservative 0; Mismatches 324;

Length 1182;

472; Indels 15;
ctccatcaccecgecatccccteccaacaccgactacccaggeccgcacagtttegacgtgt
I A ! AR [AENAAAN I

CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG

ccttecageagtegagcaccegccaagteggecacctggacgtattcecactgaactgaaga

NN A N N e N NN e N R A
GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA

aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte

O N N N N N N e A e LN
AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCE

ctcagggagctgttatccecgegecatgectgtectacaaaaaagetgagecacgtcacggagg

I NN e N e NN R ANy
CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG

tggtgaagcggtgccccaaccatgagetgagecgtgaattcaacgagggacagattgeece
[IEAARAR I Il 1 [IEERR
TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG---- -~ GTCTGGCCC

ctcctagtcatttgattcgagtagaggggaacagcecatgceccagtatgtagaagatcccea
[N PTEE L e e g i [ PEVEE 0 )T |
CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA

tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggecactgaattca
1 FECE BP0 v e v v rerrerer ek |l
ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA

cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcegte
el PREVE T et Ve ey
CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC

caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgctgcet

R S N A B A NN | b el [
CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT

Page

Gaps

565
334
625
394
685
454
745
514
805
568
865
628
925
688
985
748
1045

808

2;
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H SEQUENCE CHARACTERISTICS:

Qy 1046 nﬁmmmanooaomnonmﬁuonﬁaonommmmmmmmmommommmmommmnmmmmmnmmomnom 1105 ; LENGTH: 1182 base pairs
VIAETL L TR e 1y 1 11 [N I H TYPE: nucleic acid :
Db 809 eeo>mOeoomaoeeaoaOnOeOanoeooo>0%m>nooOoon>0>0>mm>>m>m$>eoeoo 868 . H STRANDEDNESS: double
H TOPOLOGY: linear
Qy 1106 mmmmonmmnwmmﬁﬁnonmmommnmomwmmmmom@mmmnmwmmommmmomooomnnﬁoaﬁo 1165 ; MOLECULE TYPE: DNA (genomic)

[ | |1l [ | A US-08-484-956-92
Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928

REFERENCE/DOCKET NUMBER: FORS-01801
TELECOMMUNICATION INFORMATION:
; TELEPHONE: (415) 705-8410 RESULT 11
; TELEFAX: (415) 397-8338 US-08-484-956-94
; INFORMATION FOR SEQ ID NO: 92: ; Sequence 94, Application US/08484956

Qy 1166 mammomnwnmﬁcmﬁmﬁnnmmmnomomﬁoomﬁnmw@mmmnmmmomnooanmownmmﬁommo 1225 Query Match 8.6%; Score 242.6; DB 2; Length 1182;
[BRREAR | 1 | b e 1 Best Local Similarity 58.2%; Pred. No. 1.8e-58;
Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979 Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps 2;
Qy 1226 n@nnmnmnﬁnmnomaﬁnmowumoooﬁowmmnnnmnwmmmﬁmonmﬂnmmmmwnommmmwmn 1285 Qy 506 oﬁonmnomooomoownoonomnommnmoommOﬁmooowomnoomomommﬁnnoomncnmﬁ 565
I [ I | ! LT L et ekt LI 1 L Il
Db 980 >eeao>ooneeO>Q>6000emmoooem>GOOOeenmvn>emeeooown>mnem>>emwam 1039 Db 275 00oeQen>eoeeoeQennoaanOn>o>>>>nnewonbnmn0>nne>nmmeeennoeoeon 334
Qy 1286 ccctggaactcatgcagtaccttectcageca 1316 . Qy 566 onnnnowonmmnnam@omoononmwonnmmoowonﬁommnmﬁmnnoomonmwmnnmwmmm 625
AL v I (A Pt e 1 VUL 0 it 0 itk et
Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070 " Db 335 oneeOeemo>%eoenon>o>000$>0eoeneo>0eemo>ooe>oeoonoemooneo>>ny 394
Qy 626 mwowoanﬁmonmmmnﬁmommmmmnmﬁwnnoomﬁnommmﬁommomﬁwmnowonoomOOﬁn 685
RESULT 10 Fobb ek toreon [AENET RN 1 et
US-08-484-956-92 Db 395 >n>eoaeeeGOO>>OeomoO>>o>nneoonoanenn>onenenonaem>eeoo>o>nnno 454
i Sequence 92, Application US/08484956
; Patent No. 5843654 Qy 686 nﬁowomom@0ﬁmﬁnmnoooomnomﬁmoon@nOﬁmomwmmmm@onmmonmnonowommmmn 745
; GENERAL INFORMATION: [ N N N I T
H APPLICANT: DAHLBERG, JAMES E. Db 455 OQOonmmo»oOOQOQeOOQOmnnbeQoOnbeoH>n>>onwoen>0>on>0>em>000>on 514
; APPLICANT: LYAMICHEV, VICTOR I.
; APPLICANT: BROW, MARY ANN D. . Qy 746 ﬁcmnmwmaoomnmonoommoomﬁmmoonommnnmnmmmnnommommmmmwnwmmnnmonn 805
H APPLICANT: OLDENBURG, MARY C. LY e e e Il 1 P Lt
H APPLICANT: HEISLER, LAURA Db 515 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG= - - - - - GTCTGGCCC 568
H TITLE OF INVENTION: DETECTION OF p53 MUTATIONS
H NUMBER OF SEQUENCES: 114 Qy 806 oﬁoowmanWﬁnnmmnﬁnmwwnmmmummmmwnm@oowﬁmonomQﬁmﬁmnmmmwmmnooom 865
H CORRESPONDENCE ADDRESS: ’ [ARRR } b0 i A TEEYE 11 |
; ADDRESSEE: HAVERSTOCK, MEDLEN & CARROLL Db 569 neooenbmo>enee>eOoo>0eme>oQ>>>eeeoooeneonboebqeeno»qnb0>o>> 628
H STREET: 220 MONTGOMERY STREET, SUITE 2200
; CITY: SAN FRANCISCO Qy 866 nomowammmownwomoﬁ@nmommmnmnnnﬁmnamonomoonom@mnw@mnmnnwmmﬁnom 925 .
i STATE: CALIFORNIA 1B PEVE VUL ene 4 VUL b ey v
H COUNTRY: UNITED STATES OF AMERICA Db 629 >0>Oeeeaoawn>e>mememmenoHQOODe»eQ>nnomonembmnqﬂoonanao>0aoe> 688
H Z2IP: 94104
H COMPUTER READABLE FORM: Qy 926 omwomuﬁnﬁﬁaﬁmommﬁﬁwomﬁmnmnmmommowonﬁmvenwmmmmammnmmmnomoooﬁo 985
H MEDIUM TYPE: Floppy disk [ LEELE eyttt U A0 L el
; COMPUTER: IBM PC compatible Db 689 oownn>ennvoe>0>>0e>o>emaoe>>0>neeonemn>emmoooon>eo>>onmmwomn 748
; OPERATING SYSTEM: PC-DOS/MS-DOS
; SOFTWARE: PatentIn Release #1.0, Version #1.25 Qy 986 nmmﬁﬁnnmmnnmﬁﬁmwnmnﬁonommwmnnmmwmmﬁommnwmmnnnnm@moommnnnnmon 1045
CURRENT APPLICATION DATA: Ll v e et I [IEL
APPLICATION NUMBER: US/08/484,956 Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808
FILING DATE:
CLASSIFICATION: 435 Qy 1046 nnmmmaoooomwnonoﬁoonnmooommmmmmmomnmcmmmo@nmwmnmwmmmnmmnmﬁnm 1105
PRIOR APPLICATION DATA: : R N I It [N It
APPLICATION NUMBER: US 08/402,601 Db 809 eeannennoeneeemeonoemHOOemmm>Q>Q>OOQQ000>o>0>mm>>m>o>&e0enn 868
FILING DATE: 09-MAR-1995
; PRIOR APPLICATION DATA: Qy 1106 ommmoommommaﬁﬂﬁnmomnmmﬁwommmnmmnm@ﬁmmnmonmoammmonnnnmnnnomnn 1165
; APPLICATION NUMBER: US 08/337,164 1 | | I | | [ R N N | (B
H FILING DATE: 09-NOV-1994 Db 869 on>>mwb>momm>mn0en>00>O®>moemoOOoovono>mnwoe>>mom>mn>oemnnn> 928
H PRIOR APPLICATION DATA:
H APPLICATION NUMBER: US 08/254,359 Qy 1166 w@mwownmomnmmﬂmﬁnommmﬂmmomﬁoomnnmmmwwmnmmmmmﬁnnnommmﬁcmnommo 1225
; FILING DATE: 06-JUN-1994 (B | A I Frolbr e
; PRIOR APPLICATION DATA: Db 929 ACAACAC-~-------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979
i APPLICATION NUMBER: US 08/073,384
H FILING DATE: 04-JUN-1993 Qy 1226 nmﬁﬁmnNOﬁnmoom@wmmmomooowﬂomownnﬁmﬁammmnmnnmnnmmmmwﬁommmmmmﬂ 1285
H PRIOR APPLICATION DATA: I Pl o et o LT 1
; APPLICATION NUMBER: US 07/986,330 Db 980 beaenboooeeo>n>eoooemOQOnaO>QOQOeenowmweOaaonawmbonamb>ﬂo>on 1039
; FILING DATE: (7-DEC-1992
; ATTORNEY/AGENT INFORMATION: Qy 1286 ccctggaactcatgeagtaccttcctcagea 1316
; NAME: CARRPOLL ), PETER G. UL 1o 1 [
; REGISTRATION NUMBER: 32,837 Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070
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8 08:03:40 2001

Patent No. 5843654
GENERAL INFORMATION:

APPLICANT: DAHLBERG, JAMES E.

APPLICANT: LYAMICHEV, VICTOR I.

APPLICANT: BROW, MARY ANN D.

APPLICANT: OLDENBURG, MARY C.

APPLICANT: HEISLER, LAURA

TITLE OF INVENTION: DETECTION OF pS53 MUTATIONS
NUMBER OF SEQUENCES: 114

CORRESPONDENCE ADDRESS:

ADDRESSEE: HAVERSTOCK, MEDLEN & CARROLL
STREET: 220 MONTGOMERY STREET, SUITE 2200
CITY: SAN FRANCISCO

STATE: CALIFORNIA

COUNTRY: UNITED STATES OF AMERICA

ZIP: 94104

COMPUTER READABLE FORM:

MEDIUM TYPE:

Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.25

CURRENT APPLICATION DATA:

APPLICATION NUMBER:

Us/08/484,956

FILING DATE!

CLASSIFICATION:

435

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 08/402,601
09-MAR-1995

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 08/337,164
09-NOV-1994

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 08/254,359
06-JUN-1994

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

Us 08/073,384
04-JUN-1993

PRIOR APPLICATION DATA:

APPLICATION NUMBER:
FILING DATE:

us 07,986,330
07-DEC-1992

ATTORNEY/AGENT INFORMATION:

NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

CARRPOLL ]}, PETER G. .
32,837

FORS-01801

TELECOMMUNICATION INFORMATION:

TELEPHONE:
TELEFAX:

(415) 705-8410
(415) 397-8338

INFORMATION FOR SEQ ID NO: 94:
SEQUENCE CHARACTERISTICS:

LENGTH:
TYPE:
STRANDEDNESS :
TOPOLOGY :
MOLECULE TYPE:
S-08-484-956-94

1182 base pairs
nucleic acid
double
linear
DNA (genomic)

us-09-670-568b-2.rni

Query Match 8.6%; Score 242.6; DB 2; Length 1182;
Best Local Similarity 58.2%; Pred. No. 1.8e-58;
Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps
Qy 506 ctccatcacccgccatcccctccaacaccgactacccaggeccgcacagtttecgacgtgt 565
Lo (AR e (EBRARAR) __
Db 275 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334
Qy 566 ccttccagcagtcgagcaccgccaagteggccacctggacgtattccactgaactgaaga 625
R R A R AN AR R N A A e
Db 335 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394
Qy 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 685
S N I R N AR e e A (1K et |l
Db 395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454

2;

Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

Db

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
oy
Db

RE

686
455
746
515
806
569
866
629
926
689
986
749

1046
809

1106

" 869

1166
929

1226
980

1286

1040

SULT 1

ctcagggagctgttatccgegecatgectgtctacaaaaaagctgagcacgtcacggagg
R RN A R RN N e R N N R B AN RN
CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG

tggtgaagcggtgccccaaccatgagctgagecegtgaattcaacgagggacagattgece
Porerr i trerer rireren L I IR It
TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- - -~ - - GTCTGGCCC

ctectagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatecca

111 N A Y [y LIt |
CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA

tcacaggaagacagagtgtgctggtaccttatgagccaccecaggttggcactgaattcea
(HN PRCE PR et e vrverrnt oy reeevrer ey b
ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA

cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcecgte
[ PELEL T Ly
CCACCATCCACTACAACTACATGTGTARCAGTTCCTGCATGGGCGGCATGAACCGGAGAC

caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetget

[ N N N N R A N Ny T
CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT

ttgaggcceggatctgtgettgeccaggaagagacaggaaggcggatgaagatagecatca
PO b e b AR I
TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC

gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcegececgtttegte
SRR | 11 IR | e rerer
GCAAGARAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA

agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac

[BRARAS | |1 Il (A
ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT

tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt
I [N (SN AR e
ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG

. ccctggaactcatgcagtaccttectcageca 1316

FEELEEerery I I
CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

2

US-08-757-653-92
Sequence 92, Application US/08757653

Patent No.

5843669

GENERAL INFORMATION:

APPLICANT:
APPLICANT:
APPLICANT:
TITLE OF INVENTION:
TITLE OF INVENTION:

NUMB

Kaiser, Michael W.

Lyamichev, Victor I.

Lyamichev, Natasha

Cleavage Of Nucleic Acid Using
Thermostable FEN-1 Endonucleases

ER OF SEQUENCES: 190

CORRESPONDENCE ADDRESS:

ADDRESSEE:
STREET:
CITY:

STATE:
COUNTRY :
Z1IP:

LLP
Suite 2200

Medlen & Carroll,
220 Montgomery Street,
San Francisco
Ccalifornia
United States Of America
94104

COMPUTER READABLE FORM:

MEDIUM TYPE:

Floppy disk

COMPUTER: IBM PC compatible
OPERATING SYSTEM: PC-DOS/MS-DOS
SOFTWARE: PatentIn Release #1.0, Version #1.30

CURRENT APPLICATION DATA:

APPLICATION NUMBER:

Us/08/757,653

FILING DATE:

CLASSIFICATION:

435

ATTORNEY/AGENT INFORMATION:

Page 9

745
514
805
568
865
628
925
688
985
748
1045
808
1105
868
1165
928
1225
979
1285
1039
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NAME ;
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER :

8 08:03:40 2001

Diane E.
40,027
FORS-02565

Ingolia,

TELECOMMUNICATION INFORMATION:

TELEPHONE :
TELEFAX:

(415) 705-8410
(415) 397-8338

INFORMATION FOR SEQ ID NO: 92:
SEQUENCE CHARACTERISTICS:

LENGTH:
TYPE:
STRANDEDNESS :
TOPOLOGY :
MOLECULE TYPE:
S-08-757-653-92

1182 base pairs
nucleic acid
double
linear
DNA (genomic)

us-09-670-568b-2.rni

Query Match 8.6%; Score 242.6; DB 2; Length 1182;

Best Local Similarity 58.2%; Pred. No. 1.8e-58;

Matches 472; Conservative 0; Mismatches 324; 1Indels 15; Gaps
Qy 506 onnomnnmnnomonwnoooonoowwnwnoamnﬁwnnommmnnomomomcﬁﬁﬁo@momﬁmﬁ 565
oo 275 Celrarthntrrirarctrtbchomnancithbtachitacer ol oarehls 354
Qy 566 onnﬁnnmmnmanoomwomooaonmmmﬂnm@nomonﬁwmmnmnmﬁnoomOﬁmmmonmmmmm 625
Db 335 GOTTCTTGAATICTGGAEALE AU TITGA TR ECA M b h e ot el sos
Qy 626 mmnnonmonmnowmmnmnommmomomnmoonomnonmmmﬂowmwmﬁamnawooonﬂoono 685
Db 395 me%a%qa%%nn>%O%Q%MO%>O?OO%M%M%GQ%QM%MO%QHQWW%GQ&&Hmmwmwwmom 454
Qy 686 nﬁnmmmmmmnnmnnwnonmomnnmwQQOﬁmﬁoﬁwomwmmmeOﬁammomomﬁomomamoo 745
Db 455 Cateodioatocaootitblobiatiaioattihtabcorsmichb At b 514
Qy 746 nmoﬁmmmmommnmoonommoomnomanﬁmmmnomﬂmmmmﬁommommmommommmnnmnon 805
Db 515 %6%%%%0%%%0%%%%%%0%00 em%m%ooem%ao>m%e>mmnﬁeh ...... QHO%QM%%M 568
Qy 806 nﬂonnmmnomnﬁﬁomnﬂnmmonmmmuoommmommonmﬁoooommnmnanmammmmnonom 865
Db 569 CTCCTCAGEARCTTACLEACHGAARGAAAATT TG G Hbaoh b i b bhcacal 626
Qy 866 nomnummmmumommmcnmﬂmonmmﬁmoOﬁﬁmﬁowocnmnooomcoﬁn@momOﬁomwnﬁom 925
Db 629 ACACTITICOACATAGHERGT UGl h A oo L L T L
Qy 926 ommommﬁonwanmomwﬁﬂﬁomnmﬁmﬁmmommommﬁnoﬁaﬁnm@wmmmwnawmonaoomﬁn 985
Db 689 CCACCATCCACTACMACHACATGHETARMALTTCChicA ok oAl all 74
Qy 986 ommnﬁnﬁmmﬁomnﬁownmonnnommmmoom@mmmnmauommonQOﬁmmooommnanﬁmnn 1045
Db 749 CCATCCTCACCATCATCACACTGEMGALTCCAG MG TANTC ALK n khcantabh 505
Qy 1046 ﬁﬁmmmmonnmmmnnﬁonmonmwoonmmwmmQmomnmoowmownmamnmmmamnmoomﬂom 1105
Db 809 TIGAGCTGLTOTTIGTALCTOT T s A bbb cscata bbb chazehle. a6s
Qy 1106 mmmmoowmommmnnﬂnmmwnmmﬁwnmmmmmmommnmmnmmnmommmmocnnoanﬁﬁomﬂo 1165
Db 869 mo>>0>%>mnom>OOM80%MO&OO>OO&MOOM00>M00$%0%MG%%%%%>QM>O%QMOO> 928
Qy 1166 mommomnmomﬁmonmnnnmwmﬁmmomnnomﬁommmmmmnmmm@mﬁoooommmnomnmmmn 1225
Db 929 %n%ﬁ%%% ......... m»moeana%enmmo>nnObbﬁowbn%>%0M>menm%%mnwm%%q 979
Qy 1226 nmﬁnmﬁwOHﬁonnwmnommmmooooﬁammmonnmﬂmmmmmmonmwnmmmmmnomwm@mmn 1285
Pb 980 ATTTCAcEcTICAGATCCATd Gt A CGChToLAGA Kb ecaach et iids 1038
Qy 1286 ccctggaactecatgeagtaccttectcagea 1316

2;

Db

RE

1040

SULT

13

Page

FL e e
CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

US-08-757-653-94
Sequence 94, Application US/08757653

i
i

i

Patent No.

5843669

GENERAL INFORMATION:

APPLICANT:
APPLICAN
APPLICANT:
TITLE OF INVENTION:
TITLE OF INVENTION:

Michael w.

Lyamichev, Victor I.

Lyamichev, Natasha

Cleavage Of Nucleic Acid Using
Thermostable FEN-1 Endonucleases

Kaiser,

NUMBER OF SEQUENCES: 190
CORRESPONDENCE ADDRESS:

ADDRESSEE:
STREET :
CITY:

STATE:
COUNTRY :
ZIP:

Medlen & Carroll, LLP
220 Montgomery Street, Suite 2200
San Francisco
California
United States Of America
94104

COMPUTER READABLE FORM:

MEDIUM TYPE:
COMPUTER:
OPERATING SYSTEM:
SOFTWARE :

Floppy disk .

IBM PC compatible

PC-DOS/MS-DOS

PatentIn Release #1.0, Version #1.30

CURRENT APPLICATION DATA:

APPLICATION NUMBER:

Us/08/757,653

FILING DATE:

CLASSIFICATION:

435 -

ATTORNEY/AGENT INFORMATION:

NAME :
REGISTRATION NUMBER:
REFERENCE/DOCKET NUMBER:

Diane E.
40,027
FORS-02565

Ingolia,

TELECOMMUNICATION INFORMATION: ’ ‘

TELEPHONE:
TELEFAX:

(415) 705-8410
(415) 397-8338

INFORMATION FOR SEQ ID NO: 94:
SEQUENCE CHARACTERISTICS:

LENGTH:
TYPE:
STRANDEDNESS :
TOPOLOGY :
MOLECULE TYPE:

1182 base pairs
nucleic acid
double
linear
DNA (genomic)

US-08-757-653-94

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db

Qy

Query Match
Best Local Similarity

Matches
506
275
566
335
626
395
686
455
746
515
806

8.6%;
58.2%;
Conservative 0;

Score 242.6; DB 2;
Pred. No. 1.8e-58;
Mismatches 324;

Length 1182;

472; Indels 15;
ownomnomoooaonmmooooaoowmomoomwnnmocomQQOQOQownmonﬂnowmnoﬁmn

P bbb ot AN I I
CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG

oonnnommnm@ﬂommmownomnowmoﬁommoom00ﬁ@owomﬁwnnoomnﬁ@mWOﬂ@mmmw
N N I N N T T Y LIt
GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA

mmOﬁOﬁmonaoommmnmoommmomnwnononomﬁnomomﬂnmmamnmmnmmonnomoono

N N N T L1l L |
AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC

oﬁnmum@mmonmnﬁmnooooenomﬁooonmnonmommmmmmoonomQOmooﬁownaommm
(S FULVLLELEEE ) e 0 "1 [N
omonnoonwnonmnneononmoo>amooo>eoe>0»>ooymen>o>on>o>en>ooo>oo

nmmnmmm@omommnooommnomnmmmonmmmooonommﬁnowmoam@mamomownnmono
| 1 1l [
HeOeO>OGOQOeOOOOOO>OO>HO>OOQOAOOHO>O$@>000$%O

owoowmmﬂomnﬁnomnﬁommmﬁmmmmmmmmmowmcomﬁwooomoﬁmnmnmommcmﬁnnnm

Gaps

565
334
625
394
685
454
745
514
805
568
865

10

2;
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INFORMATION FOR SEQ ID NO: 215:
Db 569 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628

H SEQUENCE CHARACTERISTICS:
H LENGTH: 1182 base pairs
; TYPE: nucleic acid

; STRANDEDNESS: single

H TOPOLOGY: linear

H MOLECULE TYPE: CDNA
US-08-458-356-215

Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925
I VR 0TV VY 0 Vel b Fheevrer e v
Db 629 ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688

Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgecgte 985
N FLETE 0T DY Lo e e el
Db 689 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGAC 748

Query Match 8.6%; Score 242.6; DB-2; Length 1182;
Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetget 1045 Best Local Similarity 58.2%; Pred. No. 1.8e-58;
B e R AN e et (R Matches 472; Conservative 0; Mismatches 324; Indels 15; Gaps 2;
Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808
Qy 506 ctccatcacccgccatcccctceccaacaccgactacccaggeccgecacagtttegacgtgt 565

Qy 1046 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 1105 et e e [EERREEEL [AERARA I
PLOLEE L P e v il ol (AR ERN! Il Db 275 CCCTGTCATCTTCTGTCCCTTCCCAGAAAACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334
Db 809 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 868 .
Qy 566 ccttccagcagtcgagcaccgccaagtcggccacctggacgtattccactgaactgaaga 625
Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegcecgtttegte 1165 IR N A A R A RN N e e A R R N A N
Pl | b [ | (BN ARE Db 335 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394
Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928

. Qy 626 aactctactgccaaattgcaaagacatgccccatccagatcaaggtgatgaccccaccte 685

Qy 1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225 1 | [NAN e
[BRNRE | 11l I LEr b 1 Db 395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454

Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979

Qy 686 ctcagggagctgttatccgcgccatgectgtctacaaaaaagctgagcacgtcacggagg 745
Qy 1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285 | I I | O 0 0 I T [N RRA

I [N [ IAERL ool i e Db 455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514
Db 980 ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039

Qy 746 tggtgaagcggtgccccaaccatgagctgagccgtgaattcaacgagggacagattgece 805

Qy 1286 ccctggaactcatgcagtaccttcctcagea 1316 ForbrE by vt I B [BEEN
L 1 I It Db 515 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG- -GTCTGGCCC 568

Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

Qy 806 ctcctagtcatttgattcgagtagaggggaacagccatgcccagtatgtagaagatcecca 865
' [RARA et e ey i BN [REEEEE NN |

RESULT 14 Db 569 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628

US-08-458-356-215

; Sequence 215, Application US/08458356 Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925

; Patent No. 5942235 1 PEEE R0 err vt v e vrerert i |

; GENERAL INFORMATION: Db 629 ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688

; APPLICANT: Paoletti, Enzo )

H APPLICANT: Tartaglia, James Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgte 985

H APPLICANT: Cox, William I. [ VRV et L e e vl

H TITLE OF INVENTION: RECOMBINANT VIRUS IMMUNOTHERAPY Db 689 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 748

; NUMBER OF SEQUENCES: 217 ’

H CORRESPONDENCE ADDRESS: Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgctget 1045
; ADDRESSEE: Curtis, Morris & Safford - [N Y NN L0 e [

; STREET: 530 Fifth Avenue Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808

; CITY: New York

; STATE: NY Qy 1046 ttgaggcccggatctgtgcttgcccaggaagagacaggaaggcggatgaagatagcatca 1105
; COUNTRY: USA Lereer e el [EBRAREEL [N | I

H ZIP: 10036 Db 809 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 868

H COMPUTER READABLE FORM: )

; MEDIUM TYPE: Floppy disk Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgccegtttegte 1165
H COMPUTER: 1IBM PC compatible . e § i Il | | | P | |

H OPERATING SYSTEM: PC-DOS/MS-DOS Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928

H SOFTWARE: PatentIn Release #1.0, Version #1.25

H CURRENT APPLICATION DATA: Qy 1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225
i APPLICATION NUMBER: US/08/458,356 ' ’ SRR | [ I U e b

H FILING DATE: 02-JUN-1995 Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCAAAGAAGAAACCACTGGATGGAGAAT 979

; CLASSIFICATION: 424

; PRIOR APPLICATION DATA: Qy 1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285
; APPLICATION NUMBER: US 08/184,00 1) [N IR (AR L

; FILING DATE: 19-JAN-1994 . . Db 980 ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039
B ATTORNEY/AGENT INFORMATION:

; NAME: Frommer, William S. Qy 1286 ccctggaactcatgcagtaccttcctcagca 1316

; REGISTRATION NUMBER: 25,506 LB ! KN

H REFERENCE/DOCKET NUMBER: 454310-2530 Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070

TELECOMMUNICATION INFORMATION:
TELEPHONE: (212) 840-3333
TELEFAX: (212) 840-0712 RESULT 15
TELEX: 425066CURTMS US-08-796-101-46
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; Sequence 46, Application US/08796101 Qy 866 tcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattca 925
; Patent No. 6183752 th PUEECTEREr e e erertber vt et el
; GENERAL INFORMATION: Db 629 ACACTTTTCGACATAGTGTGGTGGTGCCCTATGAGCCGCCTGAGGTTGGCTCTGACTGTA 688
; APPLICANT: EPSTEIN, STEPHEN E. :
; APPLICANT: FINKEL, TOREN Qy 926 cgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgccgte 985
; APPLICANT: SPEIR, EDITH [ PUELE E reerrerrentl [ A 1y
; APPLICANT: ZHOU, YI FU Db 689 CCACCATCCACTACAACTACATGTGTAACAGTTCCTGCATGGGCGGCATGAACCGGAGGC 748
H _APPLICANT: ZHU, JIANHUI
H APPLICANT: ERDILE, LORNE Qy 986 caattttaatcattgttactctggaaaccagagatgggcaagtcctgggccgacgetget 1045
; APPLICANT: PINCUS, STEVEN [ A T N A AN A AN [
; TITLE OF INVENTION: RESTENOSIS/ATHEROSCLEROSIS DIAGNOSIS, Db 749 CCATCCTCACCATCATCACACTGGAAGACTCCAGTGGTAATCTACTGGGACGGAACAGCT 808
TITLE OF INVENTION: PROPHYLAXIS AND THERAPY
NUMBER OF SEQUENCES: 184 Qy 1046 ttgaggcccggatctgtgecttgeccaggaagagacaggaaggcggatgaagatageatca 1105
CORRESPONDENCE ADDRESS: R R A A N e N (AN I
ADDRESSEE: CURTIS, MORRIS & SAFFORD, P.C. Db 809 TTGAGGTGCGTGTTTGTGCCTGTCCTGGGAGAGACCGGCGCACAGAGGAAGAGAATCTCC 868
STREET: 530 FIFTH AVENUE
CITY: NEW YORK . Qy 1106 gaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgecegtticgte 1165
STATE: NY [ | [ I | e el
COUNTRY: USA Db 869 GCAAGAAAGGGGAGCCTCACCACGAGCTGCCCCCAGGGAGCACTAAGCGAGCACTGCCCA 928
H ZIP: 10036
H COMPUTER READABLE FORM: Qy 1166 agaacacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaac 1225
; MEDIUM TYPE: Floppy disk [BRNRR | A 1| (A
i COMPUTER: IBM PC compatible Db 929 ACAACAC--------- CAGCTCCTCTCCCCAGCCARAGAAGAAACCACTGGATGGAGAAT 979
H OPERATING SYSTEM: PC-DOS/MS-DOS
; SOFTWARE: PatentIn Release #1.0, Version #1.30 Qy 1226 tgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagt 1285
i CURRENT APPLICATION DATA: Il Vol ool it (AR (I AE
H APPLICATION NUMBER: US/08/796,101 Db 980 ATTTCACCCTTCAGATCCGTGGGCGTGAGCGCTTCGAGATGTTCCGAGAGCTGAATGAGG 1039
; FILING DATE: 05-FEB-1997
H CLASSIFICATION: 424 . Qy 1286 ccctggaactcatgcagtaccttcctcagca 1316
; ATTORNEY/AGENT INFORMATION: . il e {1 I 1

NAME: KOWALSKI, THOMAS J. Db 1040 CCTTGGAACTCAAGGATGCCCAGGCTGGGAA 1070
REGISTRATION NUMBER: 32,147
TELECOMMUNICATION INFORMATION:

;
H

; TELEPHONE : (212) 840-3333
; TELEFAX: (212) 764-5574 Search completed: August 8, 2001, 00:15:37
;  INFORMATION FOR SEQ ID NO: 46: Job time: 10243 sec

H SEQUENCE CHARACTERISTICS:

; LENGTH: 1182 base pairs

H TYPE: nucleic acid

; STRANDEDNESS: single

H TOPOLOGY: linear

; MOLECULE TYPE: DNA (genomic)
US-08-796-101-46

Query Match 8.6%; Score 242.6; DB 4; Length 1182;

Best Local Similarity 58.2%; Pred. No. 1.8e-58;

Matches 472; Conservative 0; Mismatches 324; Indels 15; Gaps 2;
Qy 506 ctccatcacccgccatcccctccaacaccgactacccaggecegcacagtttcgacgtgt 565

A I NN A L FETIn I
Db 275 CCCTGTCATCTTCTGTCCCTTCCCAGAARACCTACCAGGGCAGCTACGGTTTCCGTCTGG 334

Qy 566 ccttccagcagtcgagcaccgecaagtcggecacctggacgtattccactgaactgaaga 625

I A N NN N e e O N o N e N N A N
Db 335 GCTTCTTGCATTCTGGGACAGCCAAGTCTGTGACTTGCACGTACTCCCCTGCCCTCAACA 394

Qy 626 aactctactgccaaattgcaaagacatgcecccatccagatcaaggtgatgacccecaccte 685

o e et F1i IR
Db 395 AGATGTTTTGCCAACTGGCCAAGACCTGCCCTGTGCAGCTGTGGGTTGATTCCACACCCC 454

Qy 686 ctcagggagctgttatccgegecatgectgtctacaaaaaagctgagcacgtcacggagg 745

[N Il I bLEE b Tt
Db 455 CGCCCGGCACCCGCGTCCGCGCCATGGCCATCTACAAGCAGTCACAGCACATGACGGAGG 514

Qy 746 tggtgaagcggtgccccaaccatgagetgagccgtgaattcaacgagggacagattgece 805
VoLV EE Ly rineer b 1 A 11 111 [N

Db 515 TTGTGAGGCGCTGCCCCCACCATGAGCGCTGCTCAGATAGCGATG-----~ GTCTGGCCC 568

Qy 806 ctcctagtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatecca 865

i TEE LB LR e i I 1 PTELEL T T |
Db 569 CTCCTCAGCATCTTATCCGAGTGGAAGGAAATTTGCGTGTGGAGTATTTGGATGACAGAA 628
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OM nucleic - nucleic search, using sw model

Run on:

Title:
Perfect score:
Sequence:

Scoring table:

Searched:

Total number of hits satisfying chosen parameters: 20456230

Minimum DB seq length: 0
Maximum DB seq length: 2000000000

Post-processing: Minimum Match 0%

Database :

us-09-670-568b-2.rst

GenCore version 4.5
Copyright (c) 1993 - 2000 Compugen Ltd.

August 7, 2001, 20:37:04 ; Search time 2712.11 Seconds
(without alignments)
9814 .954 Million cell updates/sec

US-09-670-568B-2
2816
1 tcgttgatatcaaagacagt........ ..gcatcttggtttaaaagaaa 2816

IDENTITY_NUC
Gapop 10.0 , Gapext 1.0

10228115 seqgs, 4726426750 residues

Maximum Match 100%
Listing first 45 summaries

EST:*

gb_estl:*

gb_est2:*

gb_est3:*

gb_est4:*

gb_est5:*

gb_est6:*

gb_est7:*

gb_estB8:*

gb_est9:* . .
: gb_estlQ:*
11: gb_estll:*
12: gb_estl2:*
13: gb_estl
14: gb_estld:*
15: gb_estlS:»*
16: gb_estl6:*
17: gb_estl7:*
18: gb_estlB:*
19: gb_estl9:*
20: gb_est20:*
21: gb_est2l:*
22: gb_est2
23: gb_est2
24: gb_est24
25: gb_est33
26: gb_est34:*
27: gb_est35:*
28: gb_est36:*
29: gb_est37:*
30: gb_est38:*
31: gb_est39:*
32: gb_est40:*
33: em_estba:*
34: em_estfun:*
35: em_esthuml:*
36: em_esthum2:»*
37: em_esthum3:*
38: em_esthumd:*
39: em_esthumS:*
40: em_esthum6:*
41: em_esthum?:*
42: em_esthum8:*
43: em_esthumd:*

© or or be we ee e e eroae

HOONOAUN S WN -

85:
86:
87:
88:
89:
90:
91:
92:
93:

95:

96:

97:

98:

99:

100:
101:
102:
103:
104:
105:
106:
107:
108:
109:
110:
111:
112:
113:
114:
115:
116:

em_esthumlQ: *
em_esthumll:*
em_esthuml2:*
em_esthuml3:*
em_esthuml4 :
em_esthuml5:
em_esthuml6:
em_esthuml?:
em_esthuml8:*
em_esthuml9:*
em_esthum20: *
em_esthum2l:*
em_esthum22: *
em_esthum23:+*
em_esthum24 : *
em_esthum25:*
em_esthum26:*
em_esthum27:*
em_esthum28:*
em_estinl:*
em_estin2:*
em_estin3:*
em_estingd:*
em_estin5:*
em_estoml:*
em_estom2:*
em_estovl:*
em_estov2:*
em_estpll:*
em_estpl2:*
em_estpl3:*
em_estpld:*
em_estpl5:*
em_estpl6: *
em_estpl7:*
em_estpl8:*
em_estpl9:*
em_estpllO:*
em_estrol:*
em_estro2:*
em_estro3:*
em_estro4d:*
em_estro5:*
em_estrob:*
em_estro7:*
em_estro8:*
em_estro9:*
em_estrolQ:*
em_estroll:*
em_estrol2:*
em_estrol3:*
em_estrol4d:*
em_estrol5:*
em_estrol6:*
em_estrol7:*
em_estrol8:*
em_estrol9:*
em_estro20:+
gb_est25:*
gb_est26: %
gb_est27:*
gb_est28:*
gb_est29:*
gb_est30:*
gb_est31:*
gb_est32:*
gb_est4l:*
gb_est42:*
gb_est43:*
gb_est44:*
gb_est45:*
gb_est46:*
gb_est47:*

*
*
*
*

Page 1
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117: gb_est48:*
118: gb_est49:*
119: gb_est50:*
120: gb_est51:*
121: gb_est52:*
122: gb_est53:*
123: gb_est54:*
124: gb_est55:+*
125: gb_est56:*
126: gb_est57:*
127: gb_est58:*
128: gb_est59:*
129: gb_est60:*
130: gb_est6l:*
131: gb_est62:*
132: gb_est63:*
133: gb_est64
134: gb_est65:*
135: gb_est66:*
136: gb_est75:*
137: gb_est76:*
138: gb_est77:*
139: gb_est78:*
140: gb_est79:*
141: gb_estB0:*
142: gb_est8l:*
143: gb_est82:*
144: gb_estB83:*
145: gb_estB4:*
146: gb_est85:*
147: gb_estB6:*
148: gb_estB87:*
149: gb_estB8:*
150: gb_est89:*
151: gb_est90:*
152: gb_est99:*
153: gb_estl100:*
154: gb_est101:*
155: gb_estl02:*
156: gb_estl03:*
157: gb_estl04:*
158: gb_estl105:*
159: gb_estl1l06:*
160: gb_est67:*
161: gb_est68:*
162: gb_est69:*
163: gb_est70:*
164: gb_est71:*
165: gb_est72:*
166: gb_est73:*
167: gb_est74:*
168: gb_est9l:*
169: gb_est92:*
170: gb_est93:*
171: gb_est94:*
172: gb_est95:*
173: gb_est86:*
174: gb_est97:*
175: gb_est98:*
176: em_esthum29:*
177: em_esthum3Q:*
178: em_esthum3l:*
179: em_esthum32:*
180: em_esthum33:*
181: em_estom3:*
182: em_estplll:~»
183: em_estro2l:*
184: em_estro22:*
185: em_estro23:*
186: em_htc:*

187: gb_estl07:*
188: gb_est108:*
189: gb_estl109:*

us-09-670-568b-2.rst

gb_est110:*
gb_estlll:*
gb_htc:*
em_gss_fun:*
em_gss_huml:*
em_gss_hum2:*
em_gss_hum3:*
em_gss_hum4 :
em_gss_hum5:
em_gss_humé:
em_gss_hum7:*
em_gss_hum8:*
em_gss_hum9:*
em_gss_invl:*
em_gss_inv2:*
em_gss_inv3:*
em_gss_other:*
em_gss_plnl:*
em_gss_pln2:*

* % ¥

em_gss_rod3:*
em_gss_rod4:*
em_gss_rod5:*
em_gss_vrtl:*
em_gss_vrt2:*
em_gss_vrt3:*
gb_gssl:*
gb_gss2:*

: gb_gss3:*
221: gb_gss4:*
222: gb_gss5:*
223: gb_gss6:*
224: gb_gss7:*
225: gb_gss8:*
226: gb_gss9:*
227: gb_gsslO:¥*
228: gb_gssll:*
229: gb_gssl2:*
230: gb_gssl3:*
231: gb_gssl4:*
232: gb_gssl5:*
233: gb_gssl6:*
234: gb_gssl7:*
235: gb_gssl8:*
236: gb_gssl9:*
237: gb_gss20:*
238: gb_gss2l:*
239: gb_gss22:¥*
240: gb_gss23:*
241: gb_gss24:*
242: gb_gss25:
243: gb_gss26:
244: gb_gss27:
245: gb_gss28:
246: gb_gss29:
247: gb_gss30:
248: gb_gss31:
249: gb_gss32:
250: gb_gss33:
251: gb_gss34:*
252: em_gss_inv4:*
253: em_gss_rod6:*
254: em_gss_rod7:*
255: em_gss_rod8:*
256: gb_gss35:*
257: gb_gss36:*
258: gb_gss37:*

* % % % * % o ¥ *

Pred. No. is the number of results predicted by chance to have a

Page 2

score greater than or equal to the score of the result being printed,

and is derived by analysis of the total score distribution.
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RESULT
AW368381
LOCUS
DEFINITIO
ACCESSION
VERSION
KEYWORDS
SOURCE
ORGANIS

8 08:03:56 2001

SUMMARIES

Score Match Length DB 1ID

3

Query

553.6 19.7
541.2 19.2
511 18.1
485 17.2
483 17.2
467 16.6
452.4 16.1
408.4 14.5
406 14 .4
405.6 14 .4
393 14.0
390.2 13.9

385.6 13.7
380.2 13.5
364 .4 12.9
359.6 12.8

350.6 12.5
343 12.2
341.6 12.1
339 12.0
313 11.1
302.6 10.7

291.4 10.3

532
507
595
935
613
697
429
656
967
632
609
293
895
421
412
371
379
394
377
400
405
875
480
403
488
341
798
373
509
738
939
677

115 AW368381
115 AW368384
115 AW368377
115 AW368375
115 AW368378
115 AW382125
102 AI809318
169 BF774398
139 BE752074
115 AW379296
118 AW605859
192 AK017412
115 AW379300
11  AA739350

115 AW382186
146 BF303874
147 BF304617
164 BE201927
165 BE295836
115 AW379322
164 BE201334
146 BF304014
137 BE557417
120 AW767552
164 BE145042
106 AL528847
139 BE706690
139 BE706715
115  AW382671
115" AW382639
115 AW382679
12 AA798748

115 AW382589
139 BE706691
144 BF101146
144 BF083249
117 AW503182
140 BE808133
115 AW382607
164 BE217496
169 BF762307
115 AW402694
112 AW174101
106 AL530477
145 BF156068

ALIGNMENTS

657 bp mMRNA
N PM2-HT0190-081099-001-d11 HT0190 Homo sapiens cDNA, mRNA sequence.

AW368381.1 GI:6873031

276 9.8
272.4 9.7
266.6 9.5
262.4 9.3
261.4 9.3
261.4 9.3
257.2 9.1
255.6 9.1

251 8.9

247 8.8
240.2 8.5
238.8 8.5
222.8 7.9
219.2 7.8
217.6 7.7
206.8 7.3
200.2 7.1
199.6 7.1
195.4 6.9
186.8 6.6
1

AW368381
AW368381
EST.
human.

M

Mammalia;

Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata;
Eutheria;

REFERENCE 1 (bases 1 to 657)

AUTHORS
TITLE

JOURNAL

COMMENT

HCGP http://www.ludwig.org.br/ORESTES.
The FAPESP/LICR Human Cancer Genome Project
Unpublished (1999)

Contact: Simpson A.J.G.
Laboratory of Cancer Genetics

us-09-670-568b-2.rst

Description

Vertebrata;
Primates; Catarrhini; Hominidae; Homo

AW368381
AW368384
AW368377
AW368375
AW368378
AW382125
AI809318
BF774398
BE752074
AW379296
AW605859
AK017412
AW379300

PM2-HT019
PM2-HT019
PM2-HT019
PM2-HTO019
PM2-HTO019
CMO-HT032
we96a04 .x
284057 MA
204371 MA
MRO-HTO024
MRO-HT024

-Mus muscu

MRO-HT024

AA739350 vv51g0l1.r

AW382186
BF303874
BF304617
BE201927

BE295836

AW379322
BE201334
BF304014
BE557417
AW767552
BE145042
AL528847
BE706690
BE706715
AW382671
AW382639
AW382679

CMO-HT032
601886681
601888019
£103c02.x
601176857
MRO-HTO024
fx88b02.y
601886781
£103c02.y
da78e02.y
PM4 -HT019
ALS528847

PMO-HTO033
PMO-HTO033
PMO-HT033
PMO-HTO033
PMO-HTO033

AA798748 vw07e06.r

AW382589
BE706691
BF101146
BF083249
AW503182
BE8B08133
AW382607
BE217496
BF762307
AW402694
AW174101
AL530477
BF156068

PMO-HTO033
PMO-HTO033
601754720
RC1-CT024
UI-HF-BNO
213258 MA
PMO-HT033
fbn-1143

IL2-CS004
UI-HF-BKO
£i39c06.y
AL530477

£147b11.y

04-FEB-2000

Euteleostomi;

Page 3

Ludwig Institute for Cancer Research

Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil

Tel: +55-11-2704922

Fax: +55-11-2707001

Email: asimpson@ludwig.org.br

This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=PM2&t2=PM2-HT0190-
081099-001-d116t3=1999-10-08&t4=1)

Seq primer: puc 18 forward

High quality sequence start: 8

High quality sequence stop: 573.

FEATURES Location/Qualifiers
source 1. .657
/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0190"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1: Smal;
Site_2: SmaIl; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
"low stringency conditions."”
BASE COUNT 192 a 157 ¢ 163 g 145 t
ORIGIN
Query Match 19.7%; Score 553.6; DB 115; Length 657;
Best Local Similarity 98.8%; Pred. No. 1.6e-137;
Matches 589; Conservative 0; Mismatches 4; 1Indels 3; Gaps 3;
Qy 783 attcaacgagggacagattgcccctectagtcatttgattcgagtagaggggaacageca 842
(RN R R RN RN AR R RN AR AR AR AEAE HEELTT IRRARAN
Db 21 AATCAACGAGGGACAGATTG-CCCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCA 79
Qy 843 tgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtaccttatgagee 902
[IRERARRNARAR TELETETEY OV e e e et e e bbby iy
Db 80 TGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCC 139
Qy 903 a-ccccaggttggcactgaattcacgacagtcttgtacaatttcatgtgtaacagcagtt 961
bty e et e bbbt r et e b e et e r et e ey e i e e
Db 140 ACCCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTT 199
Qy 962 gtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagagatg 1021
[ANERRRERERAN POV EE TP e e e e e ey
Db 200 GTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGATG 259
Qy 1022 ggcaagtcctgggccgacgctgetttgaggeccggatctgtgettgeccaggaagagaca 1081
NN ARARNNENAN (EEEARREN AR RN NN
Db 260 GGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACA 319
Qy 1082 ggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggtg 1141
: [EEENRREREARY TR TRt e ey e e e e e el
Db 320 GGAAGGCGGATGAAGATAGTATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTG 379
Qy 1142 atggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatccatcaaga 1201
[AEERARNN L FELVERLRTRLEET LN iren el
Db 380 ATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGACATCCATCAAGA 439
Qy 1202 aacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttatg 1261
[RERRRRER [NIRARER! IARARARA
Db 440 AACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATG 499
Qy 1262 aaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcctcagecacacaa 1321
PEVRALTEREErerere vt [AERERARRRARARRARRREY [RRARN
Db 500 AAATGCTGTTGAAGATCAGAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACACAA 559
Qy 1322 ttgaaacgtacaggcaaca-gcaacagcagcagcaccagcacttacttcagaaaca 1376
ARAEERARARARRRRR RN AT [RERARRRRRRRANRARRNNRRARANE
Db 560 TTGAAACGTACAGGCAACATGAAACAGCAGCAGCACCAGCACTTACTTCAGAAACA 615
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RESOULT 2

AW368384

LOCUS AW368384 582 bp MRNA EST 04-FEB-2000
DEFINITION® PM2-HT0190-081099-001-e08 HT0190 Homo sapiens cDNA, mRNA sequence.
ACCESSION  AW368384

VERSION AW368384.1 GI:6873034
KEYWORDS EST.
SOURCE human .

ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 582)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR Human Cancer Genome Project

JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.
Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson@ludwig.org.br )
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
A:ﬁnv"\\ttt.Hcmtw@.onm.Un\mnvanm\mmnvﬁEHm.vwvnwuvZNmﬂwnMZN'meowmo'
081099-001-e085t3=1999-10-08st4=1)
Seq primer: puc 18 forward
High quality sequence stop: 582.
FEATURES Location/Qualifiers
source 1. .582
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone_lib="HT0190"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1: Smal;
Site_2: Smal; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions.”
BASE COUNT 180 a 130 ¢ 149 g 123 t
ORIGIN
Query Match 19.2%; Score 541.2; DB 115; Length 582;
Best Local Similarity 98.2%; Pred. No. 3.4e-134;
Matches 558; Conservative 0; Mismatches 8; 1Indels 2; Gaps 1;

Qy 811 agtcatttgattcgagtagaggggaacagccatgeccagtatgtagaagatcccatcaca 870
[NENANRRRARARAR! [RARARARE LEVELETEE ety
Db 3 AGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAGATCCCATCACA 62

Qy 871 ggaagacagagtgtgctggtaccttatgagcca--ccccaggttggecactgaattcacga 928

|1 PLDVELELLLL e IE L T Tt
Db 63 GGAAGACAGAGTGTGCTGGTACCTTATTGAGCAACCCCAAGGTGGGCACTGAATTCACGA 122

Qy 929 cagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcecgtccaa 988
[EERRRERRRARRE ARAERRARRRRRRRRRRRNAN] [RERNRRERRRRRARARE
Db 123 CAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAA 182

Qy 989 ttttaatcattgttactctggaaaccagagatgggcaagtcctgggecgacgetgetttg 1048

IRELVEEE TR R E L TR L L L v eraa )
Db 183 TTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGCTTTG 242

Qy 1049 aggcccggatctgtgettgeccaggaagagacaggaaggeggatgaagatagcatcagaa 1108

FELLELTETLLLE FIELELTEDD FELUIY Y ETELEIR L iy el
Db 243 AGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGTATCAGAA 302

Qy 1109 agcagcaagtttcggacagtacaaagaacggtgatggtacgaagegccegtttegtcaga 1168

us-09-670-568b-2.rst
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LEELELELELEL L)

ELELL) |

LR

Db 303 AGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGTCAGA 362

Qy 1169 acacacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactgt 1228
I [ERERNNE LTIV T CEELERERER i e rerenennin

Db 363 ACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAACTGT 422

Qy 1229 tatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtcce 1288
| NARARY FEERLLELEY et

Db 423 TATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAGTCCC 482

Qy 1289 tggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacagc 1348
| PURLRELERERER e e ey b e e i b et gy

Db 483 TGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAACAGC 542

Qy 1349 agcagcaccagcacttacttcagaaaca 1376
| BARARAN [NAERRANAREY

Db 543 AGCAGCACCAGGACTTACTTCAGAAACA 570

RESULT

AW368377/c

LOCUS AW368377 636 bp mRNA EST 04-FEB-2000

DEFINITION PM2-HT0190-081099-001-c08 HT0190 Homo sapiens cDNA, mRNA sequence.

ACCESSION AW368377

VERSION AW368377.1 GI:6873027

KEYWORDS EST.

SOURCE human .

ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

REFERENCE 1 (bases 1 to 636)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.
Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson@ludwig.org.br
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=PM2&t2=PM2-HT0190-
081099-001-c08&t3=1999-10-08st4=1)
Seq primer: puc 18 forward
High quality sequence start: 5
High quality sequence stop: 635.
FEATURES Location/Qualifiers
source 1. .636
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone_lib="HT0190"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1: SmaI;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions."
BASE COUNT 139 a 150 ¢ 155 g 192 t
ORIGIN

Query Match
Best Local Similarity

Mat.

Qy

ches

858

18.1%; Score 511; DB 115; Length 636;
99.0%; Pred. No. 4.5e-126;
514; Conservative 0; Mismatches 5; Indels 0; Gaps 0;

agatcccatcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggcac 917
PATECTETEEE e e et e v e e e ety v H




v
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Db 629 AAATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCTCAGGTTGGCAC 570
Qy 918 tgaattcacgacagtcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaa 977
PETRERL YRR P bbb ey b e et b e bbbl
Db 569 TGAATTCACGACAGTCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAA 510
Qy 978 ccgcecgteccaattttaatcattgttactctggaaaccagagatgggcaagtectgggecg 1037
PEERERTREN TRt e ety e e bbb e bbb ety
Db 509 CCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCG 450
Qy 1038 acgctgcetttgaggcccggatctgtgecttgeccaggaagagacaggaaggcggatgaaga 10897
PEVTRLRER TRV E R e bbb bbb bbb b e bty
Db 449 ACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGA 390
Qy 1098 tagcatcagaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgcec 1157
PEVESPERE R et b bt e e b e bbbt et
Db 389 TAGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCC 330
Qy 1158 gtttcgtcagaacacacatggtatccagatgacatccatcaagaaacgaagatccccaga 1217
FORVRARENE LVRER L e bbb erererentl [RERN LI |
Db 329 GTTTCGTCAGGACACACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGA 270
Qy 1218 tgatgaactgttatacttaccagtgaggggccgtgagacttatgaaatgctgttgaagat 1277
FELEVEEERN RO b bbb r e e e et i
Db 269 TGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGAT 210
Qy 1278 caaagagtccctggaactcatgcagtaccttcctcagcacacaattgaaacgtacaggeca 1337
PELREIRT PPt b b b b vt ey e e e e ety e el
Db 209 CAAARGAGTTCCTGGAACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCA 150
Qy 1338 acagcaacagcagcagcaccagcacttacttcagaaaca 1376
PEREL PERR VTR R e et
Db 149 ACAGCCACAGCAGCAGCACCAGCACTTACTTCAGAAACA 111
RESULT 4
AW368375/¢c
LOCUS AW368375 637 bp mMRNA EST 04-FEB-2000
DEFINITION PM2-HT0190-081099-001-a07 HT0190 Homo sapiens cDNA, mRNA sequence.
ACCESSION AW368375
VERSION AW368375.1 GI:6873025
KEYWORDS EST.
SOURCE human .
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 637)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR ‘Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.
Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson€ludwig.org.br
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=PM2&t2=PM2-HT0190-
081099-001-a07&t3=~1999-10-08&t4=1)
Seq primer: puc 18 forward
High quality sequence start: 14
High quality sequence stop: 589.
FEATURES Location/Qualifiers
source 1. .637

/organism="Homo sapiens"

/db_xref="taxon:9606"

/clone_lib="HT0190"

/dev_stage="Adult®

/note="0Organ: head_neck; Vector: pucl8; Site_l: Smal;
Site_2: Smal; A mini-library was made by cloning products
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derived from ORESTES PCR (U.S. Letters Patent application

No. 196,716 -

Ludwig Institute for Cancer Research).

profiles into the pUC 18 vector. Reverse transcription of

tissue mRNA and cDNA amplification were performed under

low stringency conditions."

BASE COUNT 136 a 146 ¢ 161 g 194 t
ORIGIN
Query Match 17.2%; Score 485; DB 115; Length 637;
Best Local Similarity 98.8%; Pred. No. 4.3e-119;
Matches 499; Conservative 0; Mismatches 5; 1Indels 1; Gaps 1;
Qy 872 gaagacagagtgtgctggtaccttatgagccaccccaggttggcactgaattcacgacag 931
FoOLERrrt e e b bbby eyt el
Db 628 GGAGACAGAGTGTGCT -GTACCTTATGAGCCACCACAGGTTGGCACTGAATTCACGACAG 570
oy 932 tcttgtacaatttcatgtgtaacagcagttgtgttggagggatgaaccgcecgtccaattt 991
TRV et et e e e bt et ey e ettty re et
Db 569 TCTTGTACAATTTCATGTGTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAATTT 510
Qy 992 taatcattgttactctggaaaccagagatgggcaagtcctgggccgacgctgetttgagg 1051
PEACEVERERE et et r et eyttt e e e ey el
Db 509 TAATCATTGTTACTCTGGAAACCAGAGATGTGCAAGTCCTGGGCCGACGCTGCTTTGAGG 450
Qy 1052 cceggatctgtgecttgeccaggaagagacaggaaggeggatgaagatagcatcagaaage 1111
AR e et e e e e e r e r e r e bbb e e eyl
Db 449 CCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGCATCAGAAAGC 390
Qy 1112 agcaagtttcggacagtacaaagaacggtgatggtacgaagcgccegtttegtcagaaca 1171
LRt e i i e b e b e e e e et 1yl
Db 389 AGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTTCGTCATGACA 330
Qy 1172 cacatggtatccagatgacatccatcaagaaacgaagatccccagatgatgaactgttat 1231
FHEn T RAR! (ERRRRARRNNE il [RER I
Db 329 CACATGGTATCCAGATGACATCCATCAAGAAACGAAGATCCCCAGATGATGAACTGTTAT 270
Qy 1232 acttaccagtgaggggccgtgagacttatgaaatgctgttgaagatcaaagagtcectgg 1291
EVETET R e byt et e r e b et ey et enidnd
Db 269 ACTTACCAGTGAGGGGCCGTGAGACTTATGAAATGCTGTTGAAGATCAAAGAGTCCCTGG 210
Qy 1292 aactcatgcagtaccttcctcagcacacaattgaaacgtacaggcaacagcaacagcage 1351
FPETETETETELRTR e ey ey e e e et e e re et eyl
Db 209 AACTCATGCAGTACCTTCCTCAGCACACAATTGAAACGTACAGGCAACAGCAACAGCAGC 150
Qy 1352 agcaccagcacttacttcagaaaca 1376
(NERARRNERERRRERNARARRNEE!
Db 149 AGCACCAGCACTTACTTCAGAAACA 125
RESULT
AW368378
LOCUS AW368378 514 bp mMRNA EST 04 -FEB-2000
DEFINITION PM2-HT0190-081099-001-d01 HT0190 Homo sapiens cDNA, mRNA sequence.
ACCESSION AwW368378
VERSION AW368378.1 GI:6873028
KEYWORDS EST.
SOURCE human.
ORGANISM Homo sapiens
BEukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 514)
AUTHORS  HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999}
COMMENT Contact: Simpson A.J.G.

Laboratory of Cancer Genetics

Ludwig Institute for Cancer Research .
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil

Tel: +55-11-2704922"

Fax: +55-11-2707001

Email: asimpson€ludwig.org.br
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This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=PM2&t2=PM2-HT0190-
081099-001-d01&t3=1999-10-08&t4=1)

Seq primer: puc 18 forward

High quality sequence start: 20

High quality sequence stop: 514.

FEATURES Location/Qualifiers
source 1. .514

/organism="Homo sapiens"®
/db_xref="taxon:9606"
/clone_lib="HT0190"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1l: Smal;
Site_2: Smal; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions."

BASE COUNT 147 a 113 ¢ 141 g 113 t

ORIGIN

Query Match 17.2%; Score 483; DB 115; Length 514;

Best Local Similarity 98.8%; Pred. No. 1.4e-118;

Matches 497; Conservative 0; Mismatches S5; Indels 1; Gaps 1;
Qy 771 gctgagccgtgaattcaacgagggacagattgcceetectagtcatttgattegagtaga 830
Db 2 GCTGAGCCGTGAATTCAACGAGGGACAGATTGCCCCTCCTAGTCATTTGATTCGAGTAGA 61
Qy 831 ggggaacagccatgcccagtatgtagaagatcccatcacaggaagacagagtgtgetggt 890

FERRREREIR R e bbb e e el

Db 62 GGGGAACAGCCATGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGT 121

Qy 891 accttatgagccaccccaggttggcactgaattcacgacagtcttgtacaatttcatgtg 950
NERNRRNRRRRRARRT NERR AR RN AR R AR AR AR NN ARAR

Db 122 ACCTTATGAGCCACCCCAGGTTGGCACTGAATTCACGACAGTCTTGTACAATTTCATGTG 181

Qy 951 taacagcagttgtgttggagggatgaaccgccgtccaattttaatcattgttactctgga 1010
TRREREEEE TR b e e b ey eyt NANRRARE 111

Db 182 TAACAGCAGATGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGA 241

Qy 1011 aaccagagatgggcaagtcctgggccgacgctgetttgaggeccggatctgtgettgece 1070
[RERA PELELETETY R bt

Db 242 AACCAGAGATGGGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCA 301

Qy 1071 aggaagagacaggaaggcggatgaagatagcatcagaaagcagcaagtttceggacagtac 1130
[ANAE AR NN E RN AR AR RN REAN!

Db 302 AGGAAGAGACAGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAAGTTTCGGACAGTAC 361

Qy 1131 aaagaacggtgatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgac 1190
HHE] PEARLLLETELET R i il

ﬁc 362 AAAGAACGGTGATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGAC 421

© Qy 1191 atccatcaagaaacgaagatccccagatgatgaactgttatacttaccagtgaggggceg 1250

Pt PEVESETELIEY PRRTRL Ll 1

Db 422 ATCCATCAAGAAACGAAGATTCCCAGATGATGAACTGTT-TACTTACCAGTGAGGGGCCG 480

Qy 1251 tgagacttatgaaatgctgttga 1273
111 FLV VR 1)

Db 481 TGAGACTTATGCAATGCTGCTGA 503

RESULT

AW382125

LOCUS AW382125 517 bp mRNA EST 04-FEB-2000

DEFINITION CMO0-HT0322-201299-135-e02 HT0322 Homo sapiens cDNA, mRNA sequence.

ACCESSION  AW382125

VERSION AW382125.1 GI:6886784

KEYWORDS EST.

SOURCE human .

RE

CO!
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Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
1 (bases 1 to 517)
HCGP http://www.ludwig.org.br/ORESTES.
The FAPESP/LICR Human Cancer Genome Project
Unpublished (1999)
Contact: Simpson A.J.G.
Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil
Tel: +55-11-2704922
Fax: +55-11-2707001
Email: asimpson@ludwig.org.br
This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=CM0&t2=CM0O-HT0322~
201299-135-e02&t3=1999-12-20&t4=1)
Seq primer: puc 18 forward
High quality sequence start: 38
High quality sequence stop: 517.
Location/Qualifiers
1. .517
/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone_lib="HT0322"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1: SmaI;
Site_2: SmaIl; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions."

146 a 123 ¢ 140 g 108 t

16.6%; Score 467; DB 115;
95.7%; Pred. No. 2.8e-114;
506; Conservative 0; Mismatches 10;

Length 517;

Indels 13; Gaps 2;

cacctcctecagggagetgttatecgegecatgectgtctacaaaaaagectgagcacgtca 739

SERENRNN!

1 CAACCTCCTCGGGAGCTGTTATCCGCGCCATGCCTGTCTACAAAAAAGCTGAGCACGTCA 60

740

cggaggtggtgaagcggtgccccaaccatgagetgagecgtgaattcaacgagggacaga 799

61 CGGAGGTGGTGAAGCGGTGCCCCAACCATGAGCTGAGCCGTGAATTCAACGAGGGACAGA 120

800
121
860
181
920

ttgccectectagtcatttgattegagtagaggggaacageccatgeccagtatgtagaag 859

[EAERNRE

TTGCCCCTCCTAGTCATTTGATTCGAGTAGAGGGGAACAGCCATGCCCAGTATGTAGAAG 180

atcccatcacaggaagacagagtgtgctggtaccttatgagccaccccaggttggeactg 919

[RERENENANNS!

ATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTTATGAGCCACCCCAGGTTGGCACTG 240

aattcacgacagtcttgtac-aatttcatgtgtaacagcagttgtgttggagggatgaac 978

241 AATTCACGACAGTCTTGTACAARATTTCATGTGTAACAGCAGTTGTGTAGGAGGGATGAAC 300

979

cgcegtccaattttaatcattgttactctggaaaccagagatgggcaagtectgggecga 1038

301 CGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGA 360

1039

cgctgctttgaggcccggatetgtgettgeccaggaagagacaggaaggcggatgaagat 1098

PULELRLELErE e e

LEEELELtl

361 CGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGAT 420

1099

agcatcagaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagegeceg 1158

(RERRRN H
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Db 421 AGCATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATG------------ CG 468

Qy 1159 tttcgtcagaacacacatggtatccagatgacatccatcaagaaacgaa 1207

NNy Ay PILELLTELEE e
Db 469 TTTCGTCAGAACACACTATGTATCCAGATGACATCCATCAAGAAACGAA 517

RESULT 7
AI809318/c
LOCuS AI809318 498 bp MRNA EST 18-DEC-1999

DEFINITION we96a04.x]1 Soares_NFL_T_GBC_S1 Homo sapiens cDNA clone
IMAGE:2348910 3’, mRNA sequence.

ACCESSION AI809318
VERSION AIB809318.1 GI:5395884
KEYWORDS EST.
SOURCE human.
ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo. -
REFERENCE 1 (bases 1 to 498)

AUTHORS NCI-CGAP http://www.ncbi.nlm.nih.gov/ncicgap.
TITLE National Cancer Institute, Cancer Genome Anatomy Project (CGAP),
Tumor Gene Index
JOURNAL  Unpublished (1997) .
COMMENT Contact: Robert Strausberg, Ph.D.
Email: cgapbs-r@mail.nih.gov
This clone is available royalty-free through LLNL ; contact the
IMAGE Consortium (info@image.llnl.gov) for further information.
Insert Length: 1013 Std Error: 0.00
Seq primer: -40UP from Gibco
High quality sequence stop: 446.
FEATURES Location/Qualifiers
source 1. .498
/organism="Homo sapiens"”
/db_xref="taxon:9606"
/clone="IMAGE:2348910"
/clone_lib="Soares_NFL_T_GBC_S1"
/lab_host="DH10B"
/note="0Organ: pooled; Vector: pT7T3D-Pac (Pharmacia) with
a modified polylinker; Site_1: Not I; Site_2: Eco RI;
Equal amounts of plasmid DNA from three normalized
libraries (fetal lung NbHL19W, testis NHT, and B-cell
NCI_CGAP_GCBl) were mixed, and ss circles were made in
vitro. Following HAP purification, this DNA was used as
tracer in a subtractive hybridization reaction. The driver
was PCR-amplified cDNAs from pools of 5,000 clones made
from the same 3 libraries. The pools consisted of
I.M.A.G.E. clones 297480-302087, 682632-687239,
726408-728711, and 729096-731399. Subtraction by Bento
Soares and M. Fatima Bonaldo. "
BASE COUNT 172 a 73 ¢ 100 g 153 t
ORIGIN
Query Match 16.1%; Score 452.4; DB 102; Length 498;
Best Local Similarity 97.0%; Pred. No. 2.3e-110;
Matches 483; Conservative 0; Mismatches 11; Indels 4; Gaps 2;

Qy 2318 cagtaatattgcccttacgtagttgtttaccattattcaaagctcaaaatagaatttgaa 2377

| IVELELLIN PLLLELTEI LTI el FELETLD I
Db 498 CAGTAATATTGCCCTTACGTAGTTGTTTACCATTATTCAAAGCTCAAAATAGAATTTGAA 439

Qy 2378 gcecctctcacaaaatctgtgattaatttgcttaattagagcttctatccctcaagectac 2437
[ARRARARN I )
Db 438 GCCCTCTCACAAAATCTGTGATTAATTTGCTTAATTAGAGCTTCTATCCCTCAAGCCTAC 379

Qy 2438 ctaccataaaaccagccatattactgatactgttcagtgcatttagccaggagacttacg 2497
| TEEEETET
Db 378 CTACCATAAAACCAGCCATATTACTGATACTGTTCAGTGCATTTAGCCAGGAGACTTACG 319

Qy 2498 ttttgagtaagtgagatccaagcagacgtgttaaaatcagcactcctggactggaaatta 2557

| JUTEELEL LR E R i renengl
Db 318 TTTTGAGTAAGTGAGATCCAAGCAGACGTGTTAAAATCAGCACTCCTGGACTGGAAATTA 259

us-09-670-568b-2.rst
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Qy 2558 aagattgaaagggtagactacttttctttttttta--ctcaaaagtttagagaatctctg 2615
IRENARE [EERRARAN [KAEAR! FEEEEEren T
Db 258 AAGATTGAAAGGGTAGACTACTTTTCTTTTTTTTAACTCAAAAAGTTTAGAGAATCTCTG 199
Qy 2616 tttctttccattttaaaaacatattttaagataatagcataaagactttaaaaatgttcc 2675
[KARARRNERARE [NERAERANNRERARRRERARE [RERANSNARRREEERENN
Db 198 TTTCTTTCCATTTTAAAAACATATTTTAAGATAATAGCATAAAGACTTTAAAAATGTTCC 139
Qy 2676 tcccctccatctteccacacccagtcaccagcactgtattttetgtcaccaagacaatga 2735
(NERARARERRNERRRRNRRNERARR TELELRLERTR e
Db 138 TCCCCTCCATCTTCCCACACCCAGTCACCAGCACTGTATTTTCTGTCACCAAGACAATGA 79
Qy 2736 tttcttgttattgaggctgttgcttttgtggat--gtgtgattttaattttcaataaact 2793
FECRERCRERErErerersrriretr e 1 TELETEYER I ety
Db 78 TTTCTTGTTATTGAGGCTGTTGCTTTAGTGAATCGCCGTGATTTTAATTTTCAATAAACT 19
Qy 2794 tttgcatcttggtttaaa 2811
PEVLELE Vb0 1)
Db 18 TTTGCATTTGGTTTAAAA 1
RESULT
BF774398
LOCUS BF774398 450 bp mRNA EST 12-JAN-2001
DEFINITION 284057 MARC 3BOV Bos taurus cDNA 5’, mRNA sequence.
ACCESSION BF774398
VERSION BF774398.1 GI:12122298
KEYWORDS EST.
SOURCE COow.
ORGANISM Bos taurus
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Cetartiodactyla; Ruminantia; Pecora; Bovoidea;
Bovidae; Bovinae; Bos.
REFERENCE 1 (bases 1 to 450)
AUTHORS Smith,T.P.L., Casas,E., Stone,R.T., Heaton,M.P., Grosse,W.M.,
Bennett,G.A., Fahrenkrug,S.C., Freking,B.A., Rohrer,G.A., Laegreid
,W.W. and Keele,J.W.
TITLE Design and use of four pooled tissue normalized cDNA libraries for
EST discovery in cattle
JOURNAL Unpublished (2000)
COMMENT Contact: Smith TPL
USDA, ARS, US Meat Animal Research Center
PO Box 166, Clay Center, NE 68933-0166, USA
Tel: 402 762 4366
Fax: 402 762 4390
Email: smith@email .marc.usda.gov
Single pass sequencing. Bases called and alt_trimmed with phred
v0.980904.e. Vector identified by cross_match with the -minscore 18
and -minmatch 12 options.
PCR PRimers
FORWARD: AGGAAACAGCTATGACCAT
BACKWARD: GTTTTCCCAGTCACGACG
Plate: 83 row: C column: 20
Seq primer: ATTTAGGTGACACTATAG.
FEATURES Location/Qualifiers
source 1. .450
/organism="Bos taurus"
/db_xref="taxon:9913"
/clone_lib="MARC 3BOV"
/tissue_type="pooled"
/lab_host="DH10B"
/note="Vector: pCMV SPORT6; Site_1l: XbaI; Site_2: XhoI;
Library made from pooled tissue from marrow, alveolar
macrophage, ovary, fetal semitendonosus muscle, and fetal
longissimus muscle."
BASE COUNT 130 a 122 ¢ 113 g 85 t
ORIGIN
Query Match - 14.5%; Score 408.4; DB 169; Length 450;
Best Local Similarity 94.2%; Pred. No. 1.5e-98;
Matches 424; Conservative 0; Mismatches 26; 1Indels 0; Gaps 0;
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Qy 1020 tgggcaagtcctgggccgacgctgetttgaggeccggatetgtgecttgeccaggaagaga 1079
PEACEV Rt et e e e e b e ey gt
Db 1 TGGGCAAGTCCTGGGCCGCCGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGGAGAGA 60
Qy 1080 caggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacgg 1139
PORTORTER TR e b e e b i i e tenre e e
Db 61 CAGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAGGTCTCGGACAGCACAARAGAATGG 120
Qy 1140 tgatggtacgaagcgccecgtttcgtcagaacacacatggtatccagatgacatccatcaa 1199
PORARTVR et e e e e bbb e PR e ey
Db 121 TGATGGTACGAAGCGCCCTTTCCGTCAGAACACACATGGCATCCAGATGACATCCATCAA 180
Qy 1200 gaaacgaagatccccagatgatgaactgttatacttaccagtgaggggecgtgagactta 1259
PEEEEEETE R e e rrrenid PEEECLTELE FEEEEE e
Db 181 GAAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTAAGGGGCCGTGAGACTTA 240
Qy 1260 tgaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcctecagcacac 1319
PEELUEY LRV ety
Db 241 CGAAATGCTGCTGAAGATCAAAGAATCCCTGGAACTCATGCAGTACCTTCCTCAGCACAC 300
Qy 1320 aattgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatct 1379
PAORTEERE e vrey iy il FLELENELE FEr e el
Db 301 GATTGAAACCTACAGGCAGCAGCAGCAACAGCAGCACCAGCATTTACTTCAGAAACATCT 360
Qy 1380 cctttcagcctgettcaggaatgagcttgtggageccccggagagaaactccaaaacaate 1439
[SEARERRNRRRRNANNANS [
Db 361 CCTTTCAGCCTGCTTCAGGAATGAGCTTGTGGAGCCGCGGAGAGAARCCCCGAGACAATC 420
Qy 1440 tgacgtcttctttagacattccaagccccec 1469
PLELE LR E e e il
Db 421 TGACGCCTTCTTTAGACATTCCAGTCCCCC 450
RESULT 9
BE752074
LOCUS BE752074 541 bp mMRNA EST 15-SEP-2000
DEFINITION 204371 MARC 2BOV Bos taurus cDNA 5', mRNA sequence.
ACCESSION BE752074
VERSION BE752074.1 GI:10166066
KEYWORDS EST.
SOURCE Cow.
ORGANISM Bos taurus
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Cetartiodactyla; Ruminantia; Pecora; Bovoidea;
Bovidae; Bovinae; Bos. .
REFERENCE 1 (bases 1 to 541)
AUTHORS Smith,T.P.L., Casas,E., Stone,R.T., Heaton,M.P., Grosse,W.M.,
Bennett,G.A., Fahrenkrug,S.C., Freking,B.A., Rohrer,G.A., Laegreid
,W.W. and Keele,J.W.
TITLE Design and use of four pooled tissue normalized cDNA libraries for
EST discovery in cattle
JOURNAL Unpublished (2000)
COMMENT Contact: Smith TPL
USDA, ARS, US Meat Animal Research Center
PO Box 166, Clay Center, NE 68933-0166, USA
Tel: 402 762 4366
Fax: 402 762 4390
Email: smith@email.marc.usda.gov
Single pass sequencing. Bases called and alt_trimmed with phred
v0.980904.e. Vector identified by cross_match with the -minscore 18
and -minmatch 12 options.
PCR PRimers
FORWARD: AGGAAACAGCTATGACCAT
BACKWARD: GTTTTCCCAGTCACGACG
Plate: 45 row: M column: 16
Seq primer: ATTTAGGTGACACTATAG.
FEATURES Location/Qualifiers
source 1. .541

/organism="Bos taurus”
/db_xref="taxon:9913"
/clone_lib="MARC 2BOV"
/tissue_type="pooled”
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/lab_host="DH10B"

/note="Vector: pCMV SPORT6; Site_l: XbaI; Site_2: XhoI;
Library made from pooled tissue from testis, thymus,
semitendonosus muscle, longissimus muscle, pancreas,
adrenal, and endometrium."”

BASE COUNT 149 a 132 ¢ 133 g 127 t
ORIGIN

Query Match 14.4%; Score 406; DB 139; Length 541;

Best Local Similarity 90.6%; Pred. No. 6.9e-98;

Matches 433; Conservative 0; Mismatches 45; 1Indels 0; Gaps 0;
Qy 1086 ggcggatgaagatagcatcagaaagcagcaagtttcggacagtacaaagaacggtgatgg 1145

PEECLELETELerened

Db 1 GGCGGATGAAGATAGCATCAGAAAGCAGCAGGTCTCGGACAGCACAAAGAATGGTGATGG 60
Qy 1146 tacgaagcgcccgtttegtcagaacacacatggtatccagatgacatccatcaagaaacg 1205
PORELCRETEr o ber e eyt el IR 1
Db 61 TACGAAGCGCCCTTTCCGTCAGAACACACATGGCATCCAGATGACATCCATCAAGAAACG 120
Qy 1206 aagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttatgaaat 1265
[ERNRARERARARRNENENE 1 110 PEELYLE Lt
Db 121 AAGATCCCCAGATGATGAACTGTTATACTTACCAGTAAGGGGCCGTGAGACTTACGAAAT 180
Qy 1266 unﬁonnmmwomﬂommmmmanononn@mwoﬁnmwanmoﬁmoonnomnomoomowommnﬂow 1325
[NINSREAR | PELELEEL 1VItl
Db 181 GCTGCTGAAGATCAAAGAATCCCTGGAACTCATGCAGTACCTTCCTCAGCACACGATTGA 240
Qy 1326 aacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatctecttte 1385
LT L [ARNEARN [NERARA [ARNRRAREEARN!
Db 241 AACCTACAGGCAGCAGCAGCAACAGCAGCACCAGCATTTACTTCAGAAACATCTCCTTTC 300
Qy 1386 agcctgcttcaggaatgagcttgtggagccccggagagaaactccaaaacaatctgacgt 1445
[NEERRRNAR NN KRR FEVELE T8 1 il
Db 301 AGCCTGCTTCAGGAATGAGCTTGTGGAGCCGCGGAGAGAAACCCCGAGACAATCTGACGC 360
Qy 1446 cttctttagacattccaagcccccaaaccgatcagtgtacccatagagcectatetetat 1505
[ERRARANARARARNRY [ERRARAR! [AERARANA
Db 361 CTTCTTTAGACATTCCAGTCCCCCAAATCGATCAGTGTACCCATAGAGCCCCATCTCTGT 420
Qy 1506 attttaagtgtgtgtgttgtatttccatgtgtatatgtgagtgtgtgtgtgtgtatgt 1563
FELEE LEE Lt [ Porbe ey by el b il
Db 421 ATTTTGAGTATGTGTGTTTATTGTGTTTCTGTGTGTGTGTGAGAGTGTGTGAGAGTGT 478
RESULT 10
AW379296
LOCUS AW379296 508 bp mMRNA EST 04-FEB-2000
DEFINITION MRO-HT0241-091299-004-b02 HT0241 Homo sapiens CDNA, mRNA sequence.
ACCESSION AW379296
VERSION AW379296.1 GI:6883955
KEYWORDS EST.
SOURCE human.
ORGANISM Homo sapiens
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 508)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.

Laboratory of Cancer Genetics

Ludwig Institute for Cancer Research

Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,
Brazil

Tel: +55-11-2704922

Fax: +55-11-2707001

Email: asimpson@ludwig.org.br

This sequence was derived from the FAPESP/LICR Human Cancer Genome
Project. This entry can be seen in the following URL
A:wnv"\\tit.wcacwo.OMQ‘Un\mouwmﬁm\mmn:nawm.kunulzwomnwnzwo-meouuw-
091299-004-b025t3=1999-12-09st4=1)
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Seq primer: puc 18 forward

High quality sequence start: 72

High quality sequence stop: 438.

FEATURES Location/Qualifiers
source 1. .508

/organism="Homo sapiens"
/db_xref="taxon:9606"
/clone_lib="HT0241"
/dev_stage="adult"

us-09-670-568b-2.rst

/note="0Organ: head_neck; Vector: puclB8; Site_1l: Smal;
Site_2: Smal; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of

tissue mRNA and cDNA amplification were performed under

low stringency conditions."

BASE COUNT 154 a 116 ¢ 131 g 107 t
ORIGIN
Query Match 14.4%; Score 405.6; DB 115; Length 508;

Best Local Similarity 93.3%; Pred. No. 8.6e-98;

Matches 446; Conservative 0; Mismatches 29; 1Indels 3; Gaps

Qy 902 caccccaggttggcactgaattcacgacagtcttgtacaatt--tcatgtgtaacagcag

LR b T 11 1 [ANARIR
Db 3 CACCTCTGAGTGGACTGAATTCACTGACAGGCTTGTACACATGACAGTGTGTAACAGCAG

Qy 960 ttgtgttggagggatgaaccgccgtccaattttaatcattgttactctggaaaccagaga

[ARARNNNY
Db 63 TTGTGTGGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGA

Qy 1020 tgggcaagtcctgggccgacgctgetttgaggcccggatctgtgcttgecccaggaagaga
FAPTEREEE el TERERIRTR T L e et ererenel
Db 123 TGGGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGA

Qy 1080 caggaaggcggatgaagatagcatcagaaagcag-caagtttcggacagtacaaagaacg
[N ENR RN AR ERRRE RN [EENRRRERY KRR
Db 183 CAGGAAGGCGGATGAAGATAGCATCAGAAAGCCGCCAAGTTTCGGACAGTACAAAGAACG

Qy 1139 gtgatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatgacatecatea

TRV LRt PEERRIRTVLLET e bt
Db 243 GTGATGGTACGAAGCGCCCGTTTCGTCAGAACACACATGGTATCCAGATGACATCCATCA

Qy 1199 agaaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagactt

R N RN NN RN NNy
Db 303 AGAAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTT

Qy 1259 atgaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcageaca
(AN SRR R RN A RN AN [EERERIREE TELELLETErernnt
Db 363 ATGAAATGCTGTTGAAGATCAAAGAGTCCCTGGAACTCATGCAGTACCTTCCTCAGCACA

959

302
1258
362
1318
422

Qy 1319 caattgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaaca 1376

Db 423 CAATTGAAACGTACAGGCGACAGGAACAGCAGCAGTGCCAGCGATTTCTTCAGAAACA 480
RESULT 11
AW605859/c
LOCUOS AW605859 569 bp mRNA EST 23-MAR-2000

2;

DEFINITION MRO-HT0241-200100-006-e03 HT0241 Homo sapiens cDNA, mRNA sequence.

ACCESSION AW605859

VERSION AW605859.1 GI:7310600
KEYWORDS EST.
SOURCE human.

ORGANISM Homo sapiens

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;

Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 569)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.

TITLE The FAPESP/LICR Human Cancer Genome Project
JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.

Laboratory of Cancer Genetics
Ludwig Institute for Cancer Research

Page 9

Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,

Brazil

Tel: +55-11-2704922

Fax: +55-11-2707001

Email: asimpson@ludwig.org.br

This sequence was derived from the FAPESP/LICR Human Cancer Genome

Project. This entry can be seen in the following URL

(http://www.ludwig.org.br/scripts/gethtml2.pl?t1=MRO&t2=MRO-HT0241-

200100-006-e035t3=2000-01~-205t4=1)
Seq primer: puc 18 forward

High quality sequence start: 50
High quality sequence stop: 567.

FEATURES Location/Qualifiers
source 1. .569
/organism="Homo sapiens"”
/db_xref="taxon:9606"
/clone_lib="HT0241"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1l: SmaI;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions.”
BASE COUNT 117 a 135 ¢ 146 g 171 t
ORIGIN
Query Match 14.0%; Score 393; DB 118; Length 569;
Best Local Similarity 97.2%; Pred. No. 2.2e-94;
Matches 415; Conservative 0; Mismatches 0; Indels 12; Gaps 1;
Qy 950 mﬁmmnmmnmmﬂnmnmnﬁ@@wmwwmﬁ@wmnnmnnmﬁonwmnﬁﬂﬁwmnnmﬁnmnnwnnnﬁmm 1009
PERRTETEEr e e e et et e e et r et ety e e e e e e bbbt
Db 569 GTAACAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGTTACTCTGG 510
Qy 1010 aaaccagagatgggcaagtcctgggccgacgctgctttgaggcececggatctgtgettgee 1069
RERNRERE LT TETETELEILY
Db 509 AAACCAGAGATGGGCAAGTCCTGGGCCGACGCTGCTTTGAGGCCCGGATCTGTGCTTGCC 450
Qy 1070 caggaagagacaggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagta 1129
PREYEEEr e rirentl PELETEER et e ettt
Db 449 CAGGAAGAGACAGGAAGGCGGATGAAGATAGCATCAGAAAGCAGCAAGTTTCGGACAGTA 390
Qy 1130 caaagaacggtgatggtacgaagcgcccgtttcgtcagaacacacatggtatccagatga 1189
[NARNRRNERNRRNE! POV LR ER L P R et
Db 389 CAAAGAACGGTGATG------------ CGTTTCGTCAGAACACACATGGTATCCAGATGA 342
Qy 1190 catccatcaagaaacgaagatccccagatgatgaactgttatacttaccagtgaggggee 1249
PREREREREreRrrerees et ertrtrtrtrerertrerirereretryrentl
Db 341 CATCCATCAAGAAACGAAGATCCCCAGATGATGAACTGTTATACTTACCAGTGAGGGGCC 282
Qy 1250 gtgagacttatgaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttce 1309
TECVEEEY R renentd PORERVTREET ettt
Db 281 GTGAGACTTATGAAATGCTGTTGAAGATCAAAGAGTCCCTGGAACTCATGCAGTACCTTC 222
oy 1310 ctcagcacacaattgaaacgtacaggcaacagcaacagcagcagcaccagcacttactte 1369
TIEREEET ey it TRV IV LRt etiid
Db 221 CTCAGCACACAATTGAAACGTACAGGCAACAGCAACAGCAGCAGCACCAGCACTTACTTC 162
Qy 1370 agaaaca 1376
FIETLDE
Db 161 AGAAACA 155
RESULT 12
AK017412
LOCUS AK017412 2045 bp MRNA HTC 08-FEB-2001

DEFINITION Mus musculus 6 days neonate head cDNA,

library, clone:5430439E07, full insert sequence.

RIKEN full-length enriched
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ACCESSION
VERSION
KEYWORDS
SOURCE

ORGANISM

REFERENCE
AUTHORS
TITLE
JOURNAL

REFERENCE
AUTHORS

TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS

TITLE

JOURNAL
MEDLINE
REFERENCE
AUTHORS

TITLE

JOURNAL
REFERENCE

AUTHORS

TITLE
JOURNAL

COMMENT

8 08:03:56 2001

AK017412

AK017412.1 GI:12856635

CAP trapper.

Mus musculus (strain:C57BL/6J) 6 days neonate head CDNA to mRNA,
clone_lib:RIKEN full-length enriched mouse cDNA library
clone:5430439E07.

Mus musculus

Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.
1 (sites)

Carninci,P. and Hayashizaki,Y.

High-efficiency full-length cDNA cloning

Methods Enzymol. 303, 19-44 (1999)

2 (sites) .

Carninci,P., Shibata,Y., Hayatsu,N., Sugahara, Y., Shibata, K.,
Itoh,M., Konno,H., Okazaki,Y., Muramatsu,M. and Hayashizaki,Y.
Normalization and subtraction of cap-trapper-selected CDNAs to
prepare full-length cDNA libraries for rapid discovery of new genes
Genome Res. 10 (10), 1617-1630 (2000)

20499374

3 (sites)

Shibata,K., Itoh,M., Aizawa, K., Nagaoka,S., Sasaki,N., Carninci,P.,
Konno,H., Akiyama,J., Nishi,k., Kitsunai,T., Tashiro,H., Itoh,M.,
Kikuchi,N., 1shii,y., Nakamura,S., Hazama,M., Nishine,T.,
Harada,A., Yamamoto,R., Matsumoto,H., Sakaguchi,S., Ikegami,T.,
Kashiwagi,K., Fujiwake,S., Inoue,K., Togawa,Y., Izawa, M., Ohara,E.,
Watahiki,M., Yoneda,vY., Ishikawa,T., Ozawa,K., Tanaka,T.,
Matsuura,S., Okazaki,Y., Muramatsu,M., Inoue,Y. and Hayashizaki,y.
RIKEN integrated sequence analysis (RISA) system--384-format
sequencing pipeline with 384 multicapillary sequencer

Genome Res. 10 (11), 1757-1771 (2000)

20530913

4 (sites)

The RIKEN Genome Exploration Research Group Phase II Team and
FANTOM Consortium.

Functional annotation of a full-length mouse c¢DNA collection
Nature 409, 685-690 (2001)

5 (bases 1 to 2045)

Adachi,J., Aizawa,K., Akahira,sS., Akimura,T., Aono,H., Arai,A.,
Arakawa,T., Carninci,P., Fukuda,S., Fukunishi,y., Furuno,M.,
Hanagaki,T., Hara,A., Hayatsu,N., Hiramoto, K., Hiraoka,T., Hori,F.,
Imotani,K., Ishii,Y., Itoh,M., Izawa,M., Kato,H., Kawai,J.,
Kojima,Y., Konno,H., Kouda,M., Koya,S., Kurihara,cC., Matsuyama,T.,
Miyazaki,A., Nishi,K., Nomura,K., Numazaki,R., Ohno,M., Okazaki,Y.,
Okido,T., Owa,C., Saito,H., Saito,R., Sakai,C., Sakai,Kk., Sano,H.,
Sasaki,D., Shibata,K., Shibata,¥., Shinagawa,A., Shiraki,T.,
Sogabe, Y., Suzuki,H., Tagami,M., Tagawa,A., Takahashi,F.,
Tanaka,T., Tejima,vY., Toya,T., Yamamura,T., Yasunishi,A.,
Yoshida,K., Yoshino,M., Muramatsu,M. and Hayashizaki,Y.

Direct Submission

Submitted (10-JUL-2000) Yoshihide Hayashizaki, The Institute of
Physical and Chemical Research (RIKEN), Laboratory for Genome
Exploration Research Group, RIKEN Gemomic Sciences Center (GScC),
RIKEN Yokohama Institute; 1-7-22 Suehiro-cho, Tsurumi-ku, Yokohama,
Kanagawa 230-0045, Japan Am-amuw"omsosm-ﬂmm@omo.mwwm:.mo.uv\
czr":nnb"\\am:oam.omo.upxms.mo.uv\\ Tel:81-45-503-9222,
Fax:81-45-503-9216)

Please visit our web site Asﬁnbu\\omsosm.omo.ﬂwxm:.ao.uv\v for
further details.

CDNA library was prepared and sequenced in Mouse Genome
Encyclopedia Project of Genome Exploration Research Group in Riken
Genomic Sciences Center and Genome Science Laboratory in RIKEN.
Division of Experimental Animal Research in Riken contributed to
prepare mouse tissues. First strand cDNA was primed with a primer
(s’ o>0>m§m>n>>nmve00>>o>moaneeqeeeeeeeeeeeee<z 3], cDNA was
prepared by using trehalose thermo-activated reverse transcriptase
and subsequently enriched for full-length by cap-trapper. cDNA went
through one round of normalization to Rot = 10.0 and subtraction to
Rot = 100.0. Second strand cDNA was prepared with the primer
adapter of sequence (5’
O>m>m>mwmveen600>0eav>ae>>>ea»>eononoooonoono 3’). cDNA was cleaved
with BamHI and XhoI. Vector: a modified pBluescript KS(+) after
bulk excision from Lambda FLC I. Cloning sites, 5’ end: SalI; 3’

us-09-670-568b-2.rst

FEATURES

BASE COUNT

source 1.

CDs

ORIGIN

Query Match
Best Local Similarity

Matches

Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy
Db
Qy

556

616
64
676
‘124
736
184
796
244
856
304
916
364
976
424
1036
484
1096

Page

end: BamHI. Host: DH10B.
Location/Qualifiers

.2045

/organism="Mus musculus"

/strain="CS57BL/6J"

/db_xref="taxon:10090"

/db_xref="MGD:MGI:1336991"

/db_xref="MGD:MGI:1897119"

/clone="5430439E07"

/tissue_type="head"

10

/clone_1ib="RIKEN full-length enriched mouse CDNA library"

/dev_stage="6 days neonate”
<l. .1545

/note="putative”
/codon_start=1
/protein_id="BAB30732.1"
/db_xref="GI:12856636"

\ﬁhmsmwmnHO:l=U@m<emoomme>=w$e29&mvrrxzr<00H>xH01HOHz<mevv
vvme>Hz>3v<<xxbmm<aUH<wm0Wzmmrozcﬁzmmowbm>m=me<mmzzr>O%<U
Um<enx0m<<<vwmva<OHMMaeHP&ZHZOzmmO<QQZZZNVHb<HHermewomo<r
memmmanOFOvnwowx>Um0:<wmoo>b2mmeeﬂzm>>mwxymx0mmv>Hv>boez
<xxwz=ncmuzw<zm<xnmm2ﬂMHFZN<Nmmrermr<m0mr<0m<woooooorb02v
mmrovnm<0v<bmvxzx<=00<zwrvw<20r<movvmmmm>>nvzrmvzommszm:O
mmePzananmmmoez<m0mmnevmvv&:>0mmr<mmramﬁnnwznHMOW%WOOFO
mH&IFOZFHHMUﬁObrx<vUO&wZeHtmorODbzom:00000bbwmmmz>>ﬁHwHOOw
erDwON<ZN><Iﬂx<NmHHHHwzxoO>O><Hmv0m2>0mmw0bwcnzmxzovnwwmq

TETESH"

465 a 629 ¢ 543 g 408 t

13.9%; Score 390.2; DB 192;
68.1%; Pred. No. 1.8e-93;
577; Conservative 0; Mismatches 258;

Length 2045;

anommooﬁmnoownonmoomanommmomonmnommmnommoowonﬁmomomnmnnonmnn
PEVLE N bl FETELLE TR vy e e gy
eeOO»Qnen>onaeOO>QO>Qeom>m0>oemoow>mennono>00emo>0>a>oqonﬁo>

ommnn@mwmmmmnaowmnﬁwnnmmmﬁnwommm@mnmnmoonomﬁnommmnowmmwﬁmmnm

e EE T CEELEET O e e
CTCTTGAAGAAGTTGTACTGTCAGATTGCTAAGACATGCCCCATCCAGATCAAAGTGTCE

mononmonﬁoonommmmmaonannmnonmoonnmﬁmonﬁ@nOﬁmomwwmmeOﬁam@omn

FLAVELL LD 1 T 0T 0 D () 1 11111
ACACCACCACCCCCGGGCACGGCCATCCGGGCCATGCCTGTCTACAAGAAGGCAGAGCAT

mﬁomnmmmmonomﬁmmmmomwnmnnonmmonmnawoonmmroadmmmnnnwwommmmmm
EETL T T bty 1111y I bttt
nen>nnobo>aemee>>monoemonno>>onwnmroneenmw&nmo>neen»>eo>>oo>

nmmmﬂﬁQQQOOﬂoonmmnomﬂnnmmnnommunmmwm@ommmowaoomﬁmoonmmﬁmﬁoﬁm
LEE e P T L C e e Vi
o»oeneonnoomnoewmnnbonan>enoname>m>>moo>>ow>oneooono>me>oneo

mmmmmnooomﬂomommmmmmmnmomoﬂmmmonmwnmoonnmnow@onmoooommmnnomn

EELE L DL TLEET P TVECT T T 00 i 0 11 ) 11
GATGACCCTGTCACCGGAAGGCAGAGTGTGGTTGTGCCGTATGAACCCCCACAGGTGGGA

mnﬁmmmnﬁomnmwommﬁonﬂmnmomwnﬂnnwnoﬁonmmomoommnnon@ﬁﬁmomnommﬁo

LT v EILLELELLET T L 1T 1 1 0
ACAGAATTTACCACCATCCTGTACAACTTCATGTGTAACAGCAGCTGTGTGGGGGGCATG

mmooonomﬁonmmnnnnwmﬁomnﬁmnﬁmnﬁonmmmmwoommmmmﬁmmmommoﬁoonmmmo

N N T T R AT Y 111
AATCGGAGGCCCATCCTTGTCATCATCACCCTGGAGACCCGGGATGGACAGGTCCTGGGC

ommno0ﬁmonnnmmmmooomownnﬁ@nQOﬁﬁonoom@ommomomomommmaaomnmﬁamm
ULE L e e et 1 e 1 LEE LA T b
nonnmoHOeaeonbnoneooOweoqu00oemeOOeomnooem>on®o>>>ooam>eo>>

gatagcatcagaaagcagcaagtttcgga------ cagtacaaagaacggtgatggtacg
(] L I I T Y R A [ N N I N

Indels 12; Gaps

615
63
675
123
735
183
795
243
855
303
915
363
975
423
1035
483
1095
543

1149

2;
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Db 544 GACCATTACCGGGAGCAACAGGCTCTGAATGAAAGTACCACCAAAAATGGAGCTGCCAGC 603
Qy 923 tcacgacagtcttgtacaatttcatgtgtaaca-gcagttgtgttggagggatgaaccge 981
Qy 1150 aagcgccegtttegtcagaacacacatggtat------ ccagatgacatccatcaagaaa 1203 PAECPOLEEET e b ettty reetrerrrenrentd

A e el 1l I I (AR Db 7 TCACGACAGTCTTGTAGAATTTCATGTGTAACACGCAGTTGTGTTGGAGGGATGAACCGC 66
Db 604 AAACGTGCATTCAAGCAGAGCCCCCCTGCCATCCCTGCCCTGGGTACCAACGTGAAGAAG 663

Qy 982 cgtccaattttaatcattgttactctggaaaccagagatgggcaagtcctgggececgacge 1041
Qy 1204 cgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttatgaa 1263 (RERARRREN]

o | PEEr et e o b etk b Db 67 CGTCCAATTTTAATCATTGTTACTCTGGAAACCAGAGATGGGCAAGTCCTGGGCCGACGC 126
Db 664 AGACGCCACGGGGACGAGGACATGTTCTACATGCACGTGCGAGGCCGGGAGAACTTTGAG 723

Qy 1042 tgctttgaggcccggatctgtgecttgecccaggaagagacaggaaggcggatgaagatage 1101

Qy 1264 atgctgttgaagatcaaagagtccctggaactcatgcagtaccttectcagcacacaatt 1323 PEVETETTEE e e e e re e e e bbb e e e ey e bbbl
[ N N N N BN AN B AR AR EER Il Db 127 TGCTTTGAGGCCCGGATCTGTGCTTGCCCAGGAAGAGACAGGAAGGCGGATGAAGATAGC 186

Db 724 ATCTTGATGAAAGTCAAGGAGAGCCTAGAACTGATGGAGCTTGTGCCCCAGCCTTTGGTT 783

Qy 1102 atcagaaagcagcaagtttcggacagtacaaagaacggtgatggtacgaagcgceegttt 1161
Qy 1324 gaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatctcctt 1383 TERREEEE e e e e e b b b e e e e b e e e b el

PEoob e 0 b Lrere arrererrer e | o Db 187 ATCAGAAAGCAGCAAGTTTCGGACAGTACAAAGAACGGTGATGGTACGAAGCGCCCGTTT 246
Db 784 GACTCCTATCGACAGCAGCAGCAGCAGCAGCTCCTACAGAGGCCGAGTCACCTGCAGCCT 843

Qy 1162 cgtcagaacacacatggtatccag--atgacatccatcaagaaacgaagatccccagatg 1219

Qy 1384 tcagcct 1390 TEOVEEETTER e et [ANEAA IRARRNAE [RERRRRAR!
o Db 247 CGTCAGAACACACATGGTATCCAGGATGACCATCCATCAAGAAACGAAGATCCCCAGATG 306

Db 844 CCATCCT 850

Qy 1220 atgaactgttatacttaccagtgaggggccgtgagactt--atgaaatgctgttgaagat 1277
PREVELRTErErerrrrerrrerermypinrer e [SEENRARANRN RN

RESULT 13 Db 307 ATGAACTGTTATACTTACCAGTGAGGGGCCGTGAGACTTTATGAACATGCTGTTGAAGAT 366
AW379300

LOCUS AW379300 565 bp MRNA EST 04-FEB-2000 Qy 1278 caaagagtccctggaactcatgcagtaccttectca-gcacacaattgaaacgtacagge 1336
DEFINITION MRO-HT0241-101299-003-a05 HT0241 Homo sapiens cDNA, mRNA sequence., RN R R RN RN AR N AR AR AR O e B NN A RN AN
ACCESSION  AW379300 Db 367 CAAAGAGTCCCTGGAACTCATGCAGTAACTTCCTCAGGAAAACAATTGAAACGTACAGGC 426
VERSION AW379300.1 GI:6883959 :

KEYWORDS EST. oy 1337 aacagcaacagcagcagcaccagcacttacttcagaaaca 1376

SOURCE human. : PEATEERERE e e bttt et et e el

ORGANISM Homo sapiens Db 427 AACAGCAACAGCAGGAGGACCAGCACTTACTTCAGAAACA 466
Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.

REFERENCE 1 (bases 1 to 565) RESULT 14
AUTHORS HCGP http://www.ludwig.org.br/ORESTES. i AA739350
TITLE The FAPESP/LICR Human Cancer Genome Project LOCUS AA739350 532 bp mRNA EST 14-JAN-1998
JOURNAL Unpublished (1999) DEFINITION vv51g0l.rl1 Soares_thymus_2NbMT Mus musculus cDNA clone
COMMENT Contact: Simpson A.J.G. IMAGE:1225968 5’, mRNA sequence.
Laboratory of Cancer Genetics ACCESSION AA739350
Ludwig Institute for Cancer Research VERSION AA739350.1 GI:2775536
Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP, KEYWORDS EST.
Brazil SOURCE house mouse.
Tel: +55-11-2704922 ORGANISM Mus musculus
Fax: +55-11-2707001 Eukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Email: asimpson@ludwig.org.br Mammalia; Eutheria; Rodentia; Sciurognathi; Muridae; Murinae; Mus.
This sequence was derived from the FAPESP/LICR Human Cancer Genome REFERENCE 1 (bases 1 to 532)
Project. This entry can be seen in the following URL AUTHORS Marra,M., Hillier,L., Allen,M., Bowles,M., Dietrich,N., Dubuque,T.,
(http://www.ludwig.org.br/scripts/gethtml2.pl1?t1=MRO&t2=MRO-HT(0241- Geisel,S., Kucaba,T., Lacy,M., Le,M., Martin,J., Morris,M.,
101299-003-a05&t3=1999-12-10st4=1) Schellenberqg,K., Steptoe,M., Tan,F., Underwood,K., Moore,B.,
Seq primer: puc 18 forward Theising,B., Wylie,T., Lennon,G., Soares,B., Wilson,R. and
High quality sequence start: 52 Waterston,R.
High quality sequence stop: 331. TITLE The WashU-HHMI Mouse EST Project
FEATURES Location/Qualifiers JOURNAL Unpublished (1996)
source 1. .565 COMMENT Contact: Marra M/Mouse EST Project
/organism="Homo sapiens"” WashU-HHMI Mouse EST Project
/db_xref="taxon:9606" ) Washington University School of MedicineP
/clone_lib="HT0241" 4444 Forest Park Parkway, Box 8501, St. Louis, MO 63108
/dev_stage="Adult” : Tel: 314 286 1800
/note="0Organ: head_neck; Vector: pucl8; Site_l: SmalI; Fax: 314 286 1810
Site_2: SmaI; A mini-library was made by cloning products Email: mouseest@watson.wustl.edu
derived from ORESTES PCR (U.S. Letters Patent application This clone is available royalty-free through LLNL ; contact the
No. 196,716 - Ludwig Institute for Cancer Research) IMAGE Consortium (info@image.llnl.gov) for further information.
profiles into the pUC 18 vector. Reverse transcription of MGI: 651560
tissue mRNA and cDNA amplification were performed under Seq primer: -28ml13 revZ ET from Amersham
low stringency conditions."® High quality sequence stop: 508.
BASE COUNT 178 a 126 ¢ 140 g 121 ¢ FEATURES Location/Qualifiers
ORIGIN source 1. .532
/organism="Mus musculus"
/strain="C57BL/6J"
Query Match 13.7%; Score 385.6; DB 115; Length 565; /db_xref="taxon:10090"

Best Local Similarity 95.7%; Pred. No. 2.1e-92; : /clone="IMAGE:1225968"
Matches 440; Conservative 0; Mismatches 14; 1Indels 6; Gaps 4; } /clone_lib="Soares_thymus_2NbMT"
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/sex="male"

/tissue_type="Thymus"

/dev_stage="4 weeks"

/lab_host="DH10B"

/note="Vector: pT7T3D-Pac (Pharmacia) with a modified
polylinker; Site_1: Not I; Site_2: Eco RI; lst strand cDNA
was primed with a Not I - oligo(dT) primer {5’
TGTTACCAATCTGAAGTGGGAGCGGCCGCGTTTTTTTTTTTTTTTITTTTTTTTTT
3’}; double-stranded cDNA was ligated to Eco RI adaptors
(Pharmacia), digested with Not I and cloned into the Not I
and Eco RI sites of the modified pT7T3 vector. RNA
provided by Dr. Bertrand Jordan. Library went through two
rounds of normalization, and was constructed by Bento
Soares and M.Fatima Bonaldo."

BASE COUNT 142 a 142 ¢ 126 g 122 ¢
ORIGIN
Query Match 13.5%; Score 380.2; DB 11; Length 532;
Best Local Similarity 84.4%; Pred. No. 5.8e-91;
Matches 453; Conservative 0; Mismatches 78; Indels 6; Gaps 2;
Qy 1141 gatggtacgaagcgcccgtttegtcagaacacacatggtatccagatgacatccatcaag 1200
I PCRTEELELEEL L et vt b bbbt
Db 1 GATGGTACGAAGCGCCCTTTCCGTCAGAATACACACGGAATCCAGATGACTTCCATCAAG 60
Qy 1201 aaacgaagatccccagatgatgaactgttatacttaccagtgaggggccgtgagacttat 1260
PEVEL TTELELend PEELE FEE L 1l [ITERIRAS! Il
Db 61 AAACGGAGATCCCCAGATGATGAGCTGCTGTACCTACCAGTGAGAGGTCGTGAGCAGTAC 120
Qy 1261 gaaatgctgttgaagatcaaagagtccctggaactcatgcagtaccttcectcagcacaca 1320
I AL [RERRAR YRRV e e st
Db 121 GAGATGTTGCTGAAGATCAAAGAGTCACTGGAGCTCATGCAGTACCTCCCTCAGCACACG 180
Qy 1321 attgaaacgtacaggcaacagcaacagcagcagcaccagcacttacttcagaaacatcte 1380
FEVERY IR b ey ey ey e b by iyl LR
Db 181 ATCGAAACGTACAGGCAGCAGCAGCAGCAGCAGCACCAGCACCTACTTCAGAAACATCTC 240
Qy 1381 ctttcagcctgcttcaggaatgagcttgtggageccecggagagaaactccaaaacaatet 1440
[ERERR RN NN nananan POCLELD TS0 e bl 1l
Db 241 CTTTCAGCCTGCTTCAGGAATGAGCTTGTGGAGCCCCGGGGAGAAGCTCCGACACAGTCT 300
Qy 1441 gacgtcttctttagacattccaagcccccaaaccgatcagtgtacccatagagecctate 1500
[AERESARENERNRNAR PO LRVt e pvrrerenyrer el
Db 301 GACGTCTTCTTTAGACATTCCAACCCCCCAAACCACTCCGTGTACCCATAGGTCCCCAGC 360
Qy 1501 tctatattttaagtgtgtgtgttgtatttccatgtgtatatgtgagtgtgtgtgtgtgta 1560
[ AL | I PEE e e ot
Db 361 TATGTGTT----- TGAGTTCATGTGCTTGTTGTGTTTCTGTGTGCGTTTGTGTATATGCA 415
Qy 1561 tgtgtgtgcgtgtgtatctagccctcataaacaggacttgaagacactttggctcagaga 1620
It VEEE e Jee et ber e bbb berer el
Db 416 CATGCGTGTTAGTGTTTCCAGCCCTCACAAACAGGACTTGAAGACATTTTGGCTCAGAGA 475
Qy 1621 cccaactgctcaaaggcacaaagccactagtgagagaatcttttgaagggactcaaa 1677
Vol bRy e e bl
Db 476 CACAGCTGCTCAAAGGCACACATCCACTAGTGAGAGAATC-TTTGAAGGGACTCAAA 531
RESULT 15
AW382186
LOCUS AW382186 507 bp mRNA EST 04-FEB-2000
DEFINITION CM0-HT0324-261199-101-e02 HT0324 Homo sapiens cDNA, mRNA sequence.
ACCESSION AW382186
VERSION AW382186.1 GI:6886845
KEYWORDS EST.
SOURCE human.
ORGANISM Homo sapiens
Bukaryota; Metazoa; Chordata; Craniata; Vertebrata; Euteleostomi;
Mammalia; Eutheria; Primates; Catarrhini; Hominidae; Homo.
REFERENCE 1 (bases 1 to 507)
AUTHORS HCGP http://www.ludwig.org.br/ORESTES.
TITLE The FAPESP/LICR Human Cancer Genome Project

JOURNAL Unpublished (1999)
COMMENT Contact: Simpson A.J.G.

Laboratory of Cancer Genetics

Ludwig Institute for Cancer Research

Rua Prof. Antonio Prudente 109, 4 andar, 01509-010, Sao Paulo-SP,

Brazil

Tel: +55-11-2704922

Fax: +55-11-2707001

Email: asimpson@ludwig.org.br

This sequence was derived from the FAPESP/LICR Human Cancer Genome

Project. This entry can be seen in the following URL

A:ﬁﬁvu\\£££.wcm£wa.0no.Un\monwvnm\mmn:ﬁawn.v~»n~u030mnw1010-:eowwa-

261199-101-e025t3=1999-11-26&t4=1)

Seq primer: puc .18 forward

High quality sequence start: 27

High quality sequence stop: 398.

FEATURES Location/Qualifiers
source 1. .507

/organism="Homo sapiens”
/db_xref="taxon:9606"
/clone_lib="HT0324"
/dev_stage="Adult"
/note="0Organ: head_neck; Vector: pucl8; Site_1l: SmaI;
Site_2: SmaI; A mini-library was made by cloning products
derived from ORESTES PCR (U.S. Letters Patent application
No. 196,716 - Ludwig Institute for Cancer Research)
profiles into the pUC 18 vector. Reverse transcription of
tissue mRNA and cDNA amplification were performed under
low stringency conditions."

BASE COUNT 150 a 118 ¢ 136 g 103 t
ORIGIN
Query Match ’ 12.9%; Score 364.4; DB 115; Length 507;
Best Local Similarity 92.8%; Pred. No. le-86; .
Matches 464; Conservative 0; Mismatches 16; 1Indels 20; Gaps 7:

Qy 716 nonmommmmmmmoﬁmmmnwomnnmommwmuﬁ@aﬁommaommnooannmmoomﬂmmmnmmm 775
PACECT R e el Pep ey e e e e e |
Db 20 TCTACAAAARAGCTGAGCACGTCACGGGGGTGGTGACGCGGTGCCCCAACCATGAGCTGA 79

Qy 776 gccgtgaattcaacgagggacagattgccectcctagtcatttgattcgagtagagggga 835
PELLErrrrererrre el [EARARANE EERRRRRERRNERRRRRENNnY
Db 80 GCCGTGAATTCAACGAGGGACAGATTGCCCCTCCTAGTCATTTGATTCGAGTAGAGGGGA 139

Qy 836 acagccatgcccagtatgtagaagatcccatcacaggaagacagagtgtgctggtacctt 895
LTSIt e bbb b b b e e e e ey el
Db 140 ACAGCCATGCCCAGTATGTAGAAGATCCCATCACAGGAAGACAGAGTGTGCTGGTACCTT 199

Qy 896 atgagccaccccaggttggcactgaattc-acgacagtcttgtac-aatttcatgtgtaa 953
CEVEEEE L bt el VOLELED TREerererenent
Db 200 ATGAGCCACCCAAGGTTGGCACTGAATTCAACGACAGTCTTGTACAAATTTCATGTGTAA 259

Qy 954 cagcagttgtgttggagggatgaaccgecgtccaattttaatcattgttactct--ggaa 1011

PULEERLRTRTTEtieierentl porreererereeeeeere el
Db 260 CAGCAGTTGTGTTGGAGGGATGAACCGCCGTCCAATTTTAATCATTGITACTCTTGGAAA 319

Qy 1012 accagagatgggcaagtcctgggccgacgctgcetttgaggceecggatetgtgettgecca 1071
PEEETETET Rttt et et bbb bbb e el
Db 320 ACCAGAGATGGGCAAGTCCTGGGACGACGCTGCTAAGAGGCCCGGATCTGTGCTTGCCCA 379

Qy 1072 ggaagag--acaggaaggcggatgaagatagcatcagaaagcagcaagtttcggacagta 1129
111 b PVCVEEELET e FEL b
Db 380 GGAAGAGCACAGGACAGGCGGATCAAGATAGCATCAGAAAGCAGCCAGTTTCGGACAGTA 439

Qy 1130 c-aaagaacggtgatggtacgaagcgcccgtttcgtcagaa-cacacatggtatccagat 1187
IRARERARNRY | REEAN e eyl
Db 440 CAAAAGAACGGTGATG------------ CGTATCGTCAGAACCACACATTGTATCCAGAT 487

Qy 1188 gacatccatcaagaaacgaa 1207
R RRRERARARRRRNY!
Db 488 GACATCCATCAAGAAACGAA 507
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